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results of 



TBL&STX 2.2.6 [Apr-09-2003] 

RID"; 20519113 88 - 17096-1581453. BLASTQ3 
Query= 

(1708 letters) 



Database: All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS ( 
GSS, or phase 0, 1 or 2 HTGS sequences) 

1,886,208 sequences; 8,918,056,233 total letters 




Taxonomy reports 



Distribution of 100 Blast Hits on the Query Sequence 



Mou s e - o ver to show defline and scores. Click to show alignments 
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Sequences producing significant alignments: 

gi |4191607 | gb 1 AF117106 . 1 1 AF117106 Homo sapiens IGF-II m. 
gi [2136135l|ref| NM 006546. 2\ Homo sapiens IGF-II mRNA-b. 
gi I 7141071 |gb|AF198254 . 1 | AF198254 Homo sapiens mRNA-bin. 



Score E 
(bits) Value N 



2i 



2458045 8 jqb | AC10503 0 . 11 



Homo sapiens chromosome 17, 

gi | 22 760672 | db j [AK074 915 . 1 | Homo sapiens cDNA FLJ90434 . 

gi [32 73 74 8 [ gb | AF061569 . 1 | AF061569 Mus musculus coding r. 

gi | 31560605 | ref |NM 009951. 2[ Mus musculus insulin-like . 

gi | 12 851513 | dbj |AK013 940. 1 \ Mus musculus 13 days embryo. 

gi | 2 633 6870 | dbj 1 AK044850 . 1 1 Mus musculus 9.5 days embry. 

gi 1 3 0354043 | gb | BC051679 . 1 | Mus musculus insulin- like gr. 

gil31342209lref |NM 175594. 2| Rattus norvegicus IGF-II m. 

gi |2 7464837 | gb 1 AF54194 0 . 1 | Rattus norvegicus b-actin zi. 

gi |257092 0 |gblAF026527 ,l|AF02652 7 Gallus gallus zipcode. 

Rattus norvegicus similar . 
Mouse DNA sequence from cl . 





27689046 


ref 
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gi 
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AL606704 .20 
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21954991 


qb| AC098642 . 5 | 
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RD> 1 06 1 9 1 1 388- 1 7096- 1 58 1 453 .BLASTQ3, 
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qif 14475918 |gb|AC084407. 10 | Mus Musculus Strain C57BL6/ . 
qi | 3172448 |gb|AF064634 .1 IAF064634 Xenopus laevis Vgl RN. 
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3136157 | gblAF055923 . 1 |AF055923 Xenopus laevis RNA bi . 



2801765 |gb|AF042353 . 1 | AF042353 Xenopus laevis KH dom. 
3172446 |gb|AF064633 . 1 1AF064 63 3 Xenopus laevis Vgl RN. 



2 8278435 | gb | BC045873 . 1 1 Danio rerio decapentaplegic . 
18858570 |ref |NM 131491. l| Danio rerio decapentaplegi . 



5596631 |gblAF161270.1 [AF1612 70 Danio rerio Vgl RNA b. 



30795211) ref | NM 006547. 2| Homo sapiens IGF- I I mRNA-b. 



4191611 |gb|AF117108 .1 1AF117108 Homo sapiens IGF- II m. 



2 9145080 |gb 1 BC04 9082 . 1 | Mus musculus insulin-like gr. 



12 847 972 | db j |AK011689.ll Mus musculus 10 days embryo.. 
2817544 8 | qb | BC04513 8 . 1 | Mus musculus insulin-like gr.. 



11933383 I dbj |AB046173 . 1 | Mus musculus mimp3 mRNA for. 



21054 68 |qb|U97188 . 1 [HSU97188 Homo sapiens putative R. 



40982 96 |gb|U76705.1 |HSU76705 Human putative RNA bind. 



31542991 | ref |NM 023670. 2\ Mus musculus insulin-like . 
2 635347 9 | dbj jAK088465.l| Mus musculus 2 days neonate. 



27552765 | ref |NM 006548. 2| Homo sapiens IGF-II mRNA-b. 



33 878041 lgblBC02 12 90. 2 | Homo sapiens IGF-II mRNA-bin. . 



4191609 [gb | AF117107.1 1AF117107 Homo sapiens IGF-II m. 



26093366|dbj |AK049196.l| Mus musculus ES cells cDNA, 



23 958572 | gb | BC023758 . 1 1 Mus musculus RIKEN cDNA C330. 
2 6090647 [dbj \ AK044 984 . 1 | Mus musculus 9.5 days embry. 



4883680 |gb|AF057352 .l| AF057352 Homo sapiens hepatoce . 



2609733 0 | dbj |AK077404 . 1 | Mus musculus 6 days neonate. 
27666189 | ref |XM 221343. l[ Rattus norvegicus similar . 



33 942111 1 ref 1 NM 183029. l| Mus musculus RIKEN cDNA C3 



21 



21. 



32451876| gb | BC054552.l|^ Mus musniliis rDNA rlone MGC^ 



21 



21 



21 



21 



21 



7656675 |gb| AC020629.6 K ^Homo sapiens 12q BAC RP11-76ET>> 

. . _ rr- — rm - — ^ 



3 646096 | emb] AL023775 . 1 |HS4 97J21 Human DNA sequence f . . 



15552942 



19849375 



17298202 



27413166 



33284913 



emb|AL596177.4| 
qb|AC104980.5| 



dbj 1 AP004290 .2' 



qbl AC016961.28 



emb|BX088533.9 



^■T^pian DMA fifiqiipnce from clo^. 

Homo sapiens chromosome 8, c. 
Homo sapiens genomic DNA, c. 

no-sap± eng 3 BAC R P ll " -3 9 4 " 
Zebrafish DNA sequence from. 

gi | 26081662 | db j | AK03 0096 . 1 | Mus musculus adult male tes . 
gi|27710325|ref |XM 231739. l| Rattus norvegicus similar . 
qi | 30148117 | ref [XM 291469.2] Homo sapiens similar to he. 
gi | 18873962 [gb | AC092447 . 5 | Homo sapiens BAC clone RP11- . 
qi 1 30520355 |ref [NG 002770. l| Homo sapiens pseudogene of. 

Homo sapiens similar to IG. 
Anopheles gambiae ENSANGP0 . 



g 1 


30151067 


ref 


XM 


302320. 
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2 1 


31240026 


ref 


XM 


320427. 


1 





28492961 


ref|XM 193835. 2| 




21637524 


qb|AC091133.1l| 



Homo sapiens chromosome 17, . 
gi|28571360|ref |NM 167254. 2| Drosophila melanogaster IG. 
gi 1 17862 977 |gb| AY069821. 1 1 Drosophila melanogaster SD07. 
gi | 7533028 |gb| AF241237 . 1 | AF241237 Drosophila melanogast. 
gi | 24641109 | ref |NM 167255. lj Drosophila melanogaster IG. 
gi| 2857136ljref I NM 078556. 3| Drosophila melanogaster IG. 
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RID= 1 06 1 9 1 1 388- 1 7096- 158 1453 .BLASTQ3, 
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gi | 24 641096 1 ref |NM 167249. l| Drosophila melanogaster IG. . 

gi I 24641098 | ref|NM 167250. lj Drosophila melanogaster IG. . 

gi | 24641104 | ref [NM 167253. l| Drosophila melanogaster IG. . 

gi 124641102 jref|NM 167252. l| Drosophila melanogaster IG. . 



gi 


25012806 


3b 


BT001739.1 


] 


gi 


30581644 


gb 


AC094527.7 




gi 


13446341 


gb 


AC021876.5 





Drosophila melanogaster RE72 . . 
Rattus norvegicus 5 BAC CH23.. 
Homo sapiens BAC clone GS1-1.. 

gi|27485839|ref [XM 208686. l[ Homo sapiens similar to he.. 

gi | 532210 | gb| L35549 . 1 1 MUSYBIC Mus musculus Y-box bindin. . 
1344635l|gblAC005082.3 | Homo sapiens BAC clone CTA-2.. 

Rattus norvegicus similar . . 
Drosophila melanogaster X BA. . 



Si. 



gi 


27710263 


ref |XM 216143. 1| 


gi 


25100579 


gb|AC125292.4 | ] 



gi | 22 832049 lgb|AE0034 84 .2 | Drosophila melanogaster chro. 
gil2851417l|ref | XM 286404. l[ Mus musculus hypothetical . 



gi 


26102680 


db" 


|AK085396.l| 


gi 


33086575 


gb 


AY325199.1| 



Rattus norvegicus Ab2-255 mR. 
gi | 26090795 | dbj [AK045244 . 1 1 Mus musculus 9.5 days embry. 
gi | 277090 99 | ref |XM 228991. l[ Rattus norvegicus similar . 



gi 


17554287 | ref | NM 065522. l| 


gi 


50 8101 | emb| Z34 802 . 1 | CEM88 


gi 


32423212 


ref 


XM 332043. 1| 


gi 


26330215 


dbj 


AK034811.ll 



Caenorhabditis elegans cos.. 
Neurospora crassa strain 0. . 



gi | 10947013 | ref |NM 021568.1] Mus musculus poly(rC) bind. 



gi 


27503478 | gb 


BC042440 . 1 


gi 


2644965 | emb 


AJ003023 .1 



Mus musculus poly(rC) bindin. . 
OCHNRNPE1 Oryctolagus cunicul . . 



gi | 14141164 | ref |NM 006196. 2| Homo sapiens poly(rC) bind.. 
gi 124980782 | gb ] BC03 9742 . 1 | Homo sapiens, clone MGC:4756.. 
gi | 444020 1 emb | Z2 9505 . 1 | HSNUACBIP H. sapiens mRNA for nuc . . 
gi | 460770 1 emb | X7 8137 . 1 | HSRNPE1 H. sapiens hnRNP-El mRNA 
gi 1 1215670 |gb[U24223 .1 [HSU24223 Human alpha-CPl mRNA, c. 
gi | 2 634 807 5 | db j | AK07 9564 . 1 | Mus musculus adult male hyp. . 
gi[ 21753334 | db j |AK0 943 01.ll Homo sapiens cDNA FLJ36982 . . 
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> gi [4191607 | gb | AF117106 . 1 | AF117106 
Length = 213 0 



Alignments 

Homo sapiens IGF- II mRNA-binding protein 



Score = 709 bits (1543), Expect(4) = 0.0 

Identities = 306/335 (91%), Positives = 308/335 (91%) 

Frame = +2 / +1 



Query: 704 AMS SHL I PGLNLAAVGLFXXXXXXXXXXXXXXTGAAP YS S FMQAPEQEMVQVF I PAQAVG 883 

++ SHLIPGLNLAAVGLF TGAAPYSS FMQAPEQEMVQVF I PAQAVG 

Sbjct- 1084 SLQSHL I PGLNLAAVGLFPASSSAVPPPPSSVTGAAPYSS FMQAPEQEMVQVF I PAQAVG 1263 



Query: 884 AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEEN 1063 

AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEEN 
Sbjct: 1264 AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEEN 1443 



RID=1061911388-17096-1581453.BLASTQ3, 



http://www.ncbi.nlmnih.gov/blast/Blas 



Query: 1064 FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIVK 1243 

FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVK 
Sbjct: 1444 FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQOTjTAAEVVVPRDQTPDENDQVIVK 1623 

Query* 1244 IIGHFYASQMAQRKIRDILAQVKQQHQKGQSNQAQARRKXXXXXXXXESRTTTGRNRECA 1423 

I IGHF YASQMAQRKIRD I LAQVKQQHQKGQSNQAQARRK ESRTTTGRNRECA 
Sbjct: 1624 1 1 GHFYASQMAQRKIRD I LAQVKQQHQKGQSNQAQARRK* PAPPCPFESRTTTGRNRECA 1803 

Query: 1424 LPGRPENEWESGTXGPGCRSGLPT*LRKMFQ*GTLIXQPQTPTQLAQHCXPLGVSEIXAQ 1603 

LPGRPENEWESGT GPGCRSGLPT*LRKMFQ*GTLI QPQTPTQLAQHC PLGVSEI AQ 
Sbjct: 1804 LPGRPENEWESGTPGPGCRSGLPT*LRKMFQ*GTLISQPQTPTQLAQHCLPLGVSEILAQ 1983 

Query: 1604 GTFKRGLFKEALQAPPRGWITPQWEEK*NFLQVLK 1708 

GTFKRGLFKEALQAPPRGWITPQWEEK*NFLQVLK 
Sbjct: 1984 GTFKRGLFKEALQAPPRGWITPQWEEK*NFLQVLK 2088 

Score = 644 bits (1400), Expect (5) = 0.0 

Identities = 265/290 (91%), Positives = 265/290 (91%) 

Frame = +3 / +2 

Query: 837 PSRRWCRCLSPPRQWAPXXXXXXXXXXXXPGLPAPPSRLHHPKHLTPKFVWLSSLDRQRP 1016 

PSRRWCRCLSPPRQWAP PGLPAPPSRLHHPKHLTPKFVWLSSLDRQRP 
Sbjct: 1217 PSRRWCRCLSPPRQWAPSSARRGSTSNSSPGLPAPPSRLHHPKHLTPKFVWLSSLDRQRP 1396 

Query: 1017 NSRLREESMANSRRRTSLVPRRK*SWRPTYVCQHQQLAGSLAKV^KR*TSCRI*RQLRW* 1196 

NSRLREESMANSRRRTSLVPRRK*SWRPTWCQHQQLAGSLAKVEKR*TSCRI*RQLRW* 
Sbjct: 1397 NSRLREE SMANSRRRTS L VPRRK* S WRPT YVCQHQQLAGS LAKVEKR * TS CRI * RQLRW * 1576 

Query: 1197 YQETRPLMRTTRS S * KS SD I SMPVRWLNGRS ETS WPRLS SSI RRDRVTRPRHGGSDQPLP 1376 

YQETRPLMRTTRSS*KSSDISMPVRWLNGRSETSWPRLSSSIRRDRVTRPRHGGSDQPLP 
Sbjct: 1577 YQETRPLMRTTRS S * KSSD I SMPVRWLNGRSETS WPRLS S S I RRDRVTRPRHGGSDQPLP 1756 

Query: 1377 VPXSPGQQRAEIESVLSPAGLRMSGNPGHXGRAVDQVCPLD*ERCXXXXXXXXXXKHPPN 1556 

VP SPGQQRAEIESVLSPAGLRMSGNPGH GRAVDQVCPLD*ERC KHPPN 
Sbjct: 1757 VPSSPGQQRAE I ES VLS PAGLRMSGNPGHLGRAVDQVCPLD * ERCS SEEP * SLSPKHPPN 1936 

Query: 1557 WPNTVCPSGCQKX*RKALLNVDCLKKLSRPHQEGGSHLSGKKNKISFRF* 1706 

WPNTVCPSGCQK * RKALLNVDCLKKLSRPHQEGGSHLSGKKNKI SFRF* 
Sbjct: 1937 WPNTVCPSGCQKF*RKALLNVDCLKKLSRPHQEGGSHLSGKKNKISFRF* 2086 

Score = 634 bits (1378), Expect(4) = 0.0 

Identities = 267/283 (94%), Positives = 267/283 (94%) 

Frame = -3 / -3 



Query: 1706 LKPEGNFIFLPTEV*STLLVGPGELL*TIHV*KCLALXFLTPRGAXSVGPIGWVFGAXRS 1527 

LKPEGNFI FLPTEV* STLLVGPGELL*TIHV* KCLAL FLTPRGA SVGPIGWVFGA RS 
Sbjct: 2086 LKPEGNFI FLPTEV* STLLVGPGELL*TIHV*KCLALEFLTPRGADSVGPIGWVFGAERS 1907 



Query: 1526 GFLTGTS FS I KWANL I YS PAX VSRI PTHSQACRGEHTLDFCPLLS WTXRDREGLVTXXXX 1347 

GFLTGTS FS I KWANL I YS PA VSRIPTHSQACRGEHTLDFCPLLSWT RDREGLVT 
Sbjct: 1906 GFLTGTSFS I KW ANL I YSPAQVSRI PTHSQACRGEHTLDFCPLLS WTRRDREGLVTSS VP 1727 



RID=1061911388-17096-1581453.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Query- 1346 XXXXXXXSDAAA*PGPGCLGSSVEPSDWHRNVR*FSR*PGRSHQGSGLLVLPPQLPSNSA 1167 

SDAAA* PGPGCLGSSVEPSDWHRNVR* FSR* PGRSHQGSGLLVLPPQLPSNSA 
Sbjct: 1726 GPGYSVPSDAAA* PGPGCLGSSVEPSDWHRNVR* FSR* PGRSHQGSGLLVLPPQLPSNSA 1547 

Query* 1166 TRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VCHRFFPEP*IGPLAVQ***P 987 

TRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VCHRFFPEP*IGPLAVQ***P 
Sbjct: 1546 TRSPFFHLCQ*PGQLLM3 J AHVCGSPASLPPWDQRSSPP*VCHRFFPEP*IGPLAVQ***P 1367 

Query: 986 YELWSQVFRWQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG*T 858 

YELWSQVFRVVQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG*T 
Sbjct: 1366 YELWSQVFR WQS * WRRWQTGRAV * CAAPS CR * WRPLPGRG * T 1238 

Score = 557 bits (1211), Expect (3) =0.0 

Identities - 228/237 (96%), Positives = 233/237 (98%) 

Frame = -1 / -1 

Query* 73 9 QVQARDQVRAHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRWKGKVLQRGDGDF 560 

Q + + + + + AHGSH 1 1 L IGLPNFLH YFLLGP AT I LDGPLHSDGPLR WKGKVLQRGDGD F 
Sbjct: 1113 QARDQVRLQAHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRWKGKVLQRGDGDF 934 

Query* 559 CLGILLYLLQVPSFLANETPYKVIMGQDLQGNLVSRFGVIjSLFMHNLQDHLTSGGAALRG 380 

CLGI LLYLLQVPS FLANETP YKVIMGQDLQGNLVSRFGVLSLFMHNLQDHLTSGGAALRG 
Sbjct: 933 CLGILLYLLQVPSFLANETPYKVIMGQDLQGNLVSRFGVliSLFMHNLQDHLTSGGAALRG 754 

Query 379 GVHTDGFFSCTCVIjLPMHVTLGLGLFCDVADGGPLIjANNGTHILGGHQEPKGDVHLLLLG 200 

GVHTDGFFSCTCVLLPMHVYLGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLG 
Sbjct: 753 GVBTDGFFSCTCVIjLPMHVYLGLGLFCDVADGGPLLANNGTHILGGHQE^ 574 

Query: 199 WGPRCHR*ALAGLTPRAKAPSAPILRSLCYLLIGDVGDLQGMVLQLVAIQLHDGSPG 29 

WGPRCHR*ALAGLTPRAKAPSAPILRSLCYLLIGDVGDLQGMVLQLVAIQLHDG PG 
Sbjct: 573 WGPRCHR*ALAGLTPRAKAPSAPILRSLCYLLIGDVGDLQGMVLQLVAIQLHDGLPG 403 

Score = 529 bits (1150), Expect(3) = 0.0 

Identities = 226/227 (99%), Positives = 226/227 (99%) 

Frame = +2 / +1 

Query* 32 RGAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 211 

R AIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 
Sbjct: 406 RQAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 585 

Query* 212 QVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 391 

QVD I PLRLLVPTQ YVGAI I GKEGAT I RN I TKQTQS KIDVHRKENAGAAEKAI S VHSTPEG 
Sbjct: 586 QVI) I PLRLLVPTQYVGAIIGKEGATIRNITKQTQS KIDVHRKENAGAAEKAI S VHSTPEG 765 

Query* 392 CSSACKMILEIMHKEAJCDTKTADEVPLKILAHNNFVGRLIGKEGRNLKKVEQDTE^ 571 

CS S ACKM I LE I MHKEAJCDTKTADEVPLKI LAHNKFVGRL IGKEGRNLKKVEQDTETKIT I 
Sbjct: 766 CSSACKMILEIMHKEAKDTKTADEVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITI 945 

Query: 572 S S LQDLTL YNPERT I TVKGAI ENCCRAEQE I MKKVREAYENDVAAMS 712 

S S LQDLTL YNPERT I TVKGAI ENCCRAEQE I MKKVREAYENDVAAMS 
Sbjct: 946 S S LQDLTL YNPERT I TVKGAI ENCCRAEQE I MKKVREAYENDVAAMS 1086 
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'Score = 512 bits (1113), Expect(3) = 0.0 
Identities = 204/208 (98%), Positives = 204/208 (98%) 
Frame = -2 / -2 



Query 1707 FKT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCAXISDTPRGXQCWANWVGWG*XI 1528 

FKT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCA ISDTPRG QCWANWVGVWG* I 
Sbjct: 2087 FKT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCARISDTPRGRQCWANWVGVWG*EI 1908 

Query: 1527 RVPHWNIFLNQVGKPDLQPGPXVPDSHSFSGLPGRAHSRFLPVWLDSKGQGGAGHFLRA 1348 

RVPHWNIFLNQVGKPDLQPGP VPDSHSFSGLPGRAHSRFLPWVLDSKGQGGAGHFLRA 
Sbjct: 1907 RVPHWNIFLNQVGKPDLQPGPGVPDSHSFSGLPGRAHSRFLPVVVLDSKGQGGAGHFLRA 172 8 

Query* 1347 WAWLLCPF*CCCLTWARMSRIFR*AI*LA*KCPMIFTMTWSFSSGVWSLGTTTSAAVKFC 1168 

WAWLLCPF*CCCLTWARMSRIFR*AI*LA*KCPMIFTMTWSFSSGVWSLGTTTSAAVKFC 
Sbjct: 1727 WAWLLCPF*CCCLTWARMSRIFR*AI*LA*KCPMIFTMTWSFSSGVWSLGTTTSAAVKFC 1548 

Query: 1167 NSFTVFPPLPMTRPAADAGTRMWVS S FT 1084 

NS FTVF P PLPMTRPAAD AGTRMWVS S FT 
Sbjct: 1547 NS FTVF P PL PMTRPAAD AGTRMWVS S FT 1464 

Score = 504 bits (1094), Expect (3) =0.0 

Identities = 194/194 (100%) , Positives = 194/194 (100%) 

Frame = +1 / +3 

Query 715 SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLYAGSRAGDGAGVYPRPGSGRHHR 894 

SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLYAGSRAGDGAGVYPRPGSGRHHR 
Sbjct: 1095 SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLYAGSRAGDGAGVYPRPGSGRHHR 1274 

Query: 895 QEGAAHQTALPVCQRLHQDCTTRNT*LQSSYGYHHWTARGPIQGSGKNLWQTQGGELLWS 1074 

QEGAAHQTALPVCQRLHQDCTTRNT * LQS S YGYHHWTARGPIQGSGKNLWQTQGGELLWS 
Sbjct: 1275 QEGAAHQTALPVCQRLHQDCTTRNT* LQS S YGYHHWTARGPIQGSGKNLWQTQGGELLWS 1454 

Query: 1075 QGGSEAGDPHTCAS ISSWPGHWQRWKNGERVAEFDGS *GGSTKRPDP* * ERPGHRENHRT 1254 

QGGSEAGDPHTCAS I SSWPGHWQRWKNGERVAEFDGS*GGSTKRPDP** ERPGHRENHRT 
Sbjct: 1455 QGGSEAGDPHTCAS ISSWPGHWQRWKNGERVAEFDGS *GGSTKRPDP* * ERPGHRENHRT 1634 

Query: 1255 FLCQSDGSTEDPRH 1296 

FLCQSDGSTEDPRH 
Sbjct: 1635 FLCQSDGSTEDPRH 1676 

Score = 485 bits (1054), Expect (6) =0.0 

Identities = 197/213 (92%), Positives = 197/213 (92%) 

Frame = -1 / -1 

Query: 1513 EHLSQSSGQT*STARPXCPGFPLILRPAGESTLSISARCCPGLXGTGRGWSLPPCXXXXX 1334 

EHLSQSSGQT*STARP CPGFPLILRPAGESTLSISARCCPGL GTGRGWSLPPC 
Sbjct: 1893 EHLSQSSGQT*STARPRCPGFPLILRPAGESTLSISARCCPGLEGTGRGWSLPPCLGLVT 1714 

Query: 1333 XXXXXXXXXLGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 1154 

LGQD VS DLPLSHLTG I EMSDDFHDDL WL I RGL VS WYYHLS CRQ I LQL VHR 
Sbjct: 1713 LSLLMLLLNLGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 1534 
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'Query: 1153 FSTFANDPASC*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSLSLELGLWRSSDDNHTNFG 974 
FSTFANDPASC*CWHTYVGLQLHFLLGTKEVIjLLEFAIDSSLSLELGLWRSSDDNHTNFG 
Sbjct: 1533 FSTFANDPAS C * CWHT YVGLQLHFLLGTKE VLLLE FAI DS SLS LELGL WRS SDDNHTNFG 1354 

Query: 973 VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 875 

VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 
Sbjct: 1353 VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 1255 

Score = 396 bits (858), Expect(4) = 0.0 

Identities = 169/179 (94%) , Positives = 169/179 (94%) 

Frame = -2 / -2 

Query: 711 LMAATSFS*ASRTFFIISCSALQQFSMAPFTV^ 532 

LMAATSFS*ASRTFFIISCSALQQFSMAPFTVMVLSGL*RVRSCNEEMVIFVSVSCSTFF 
Sbjct: 1085 LMAATSFS*ASRTFFIISCSALQQFSMAPFTVM\njSGL*RVRSCNEEMVIFVSVSCSTFF 906 

Query: 531 RFRPSLPMRRPTKLLWARIFRGTXXXXXXXXXXLCIISKIILQAEEQPSGVECTLMAFSA 352 

RFRPSLPMRRPTKLLWARIFRGT LCIISKIILQAEEQPSGVECTLMAFSA 
Sbjct: 905 RFRPSLPMRRPTKLLWARIFRGTSSAVLVSLASLCIISKIILQAEEQPSGVECTLMAFSA 726 

Query: 3 51 APAFSFLCTSILDWVCFWLR^APSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 175 

APAFSFLCTSILDWCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 
Sbjct: 725 APAFSFLCTSILDWCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 54 9 

Score = 269 bits (582), Expect(6) = 0.0 

Identities = 113/134 (84%) , Positives = 113/134 (84%) 

Frame = -3 / -3 

Query: 701 PHHSHRPPELSSLFPARPCNNSRXXXXXXXXXQGCKG*GLATRRW*FLSRYLALPSSGSV 522 

PHHSHRPPELSSLFPARPCNNSR QGCKG*GLATRRW*FLSRYLALPSSGSV 
Sbjct: 1075 PHHSHRPPELSSLFPARPCNNSRWPPSQ*WSSQGCKG*GLATRRW*FLSRYLALPSSGSV 896 

Query: 521 LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYAXXXXXXXXXXXXPQGWSAH*WLFQLHLR 342 

LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYA PQGWSAH*WLFQLHLR 
Sbjct: 895 LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYA*SPRSSYKRRSSPQGWSAH*WLFQLHLR 716 

Query: 341 SPSYARLSWTGSVL 3 00 

SPSYARLSWTGSVL 
Sbjct: 715 SPSYARLSWTGSVL 674 

Score = 258 bits (557), Expect(3) = 0.0 

Identities = 109/112 (97%), Positives = 109/112 (97%) 

Frame = +1 / +3 

Query: 1372 SLS LX V QDNNGQKS R VC S PRQA * E * VG I RDTW AGL * I RF AHL I E KD VP VRNPDLS APNTH 1551 

SLSL VQDNNGQKS R VC S PRQA * E * VG I RDTWAGL * I RF AHL I E KD VP VRNPDLS APNTH 
Sbjct: 1752 SLS LRVQDNNGQKS R VC S PRQA * E * VG I RDTWAGL * I RF AHL I E KD VP VRNPDL S APNTH 1931 



Query: 1552 PIGPTLXAPRGVRNXSARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGFK 1707 

PIGPTL APRGVRN SARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGFK 
Sbjct: 1932 PIGPTLSAPRGVRNSSARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGFK 2087 
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Score = 248 bits (535), ExpectO) = 0.0 

Identities = 102/103 (99%), Positives = 103/103 (100%) 

Frame = -2 / -2 

Query* 1020 NWASCXSPWIITIRTLESGVSGGAI^ 841 

NWASGGPVWITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 
Sbjct- 1400 NWASGGPVMITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 1221 



Query: 840 SGAC I KEL * GAAPVTLLGGGGTALDEAGKRPTAARFRPGI R * E 712 

SGAC I KEL * GAAP VTLLGGGGTALDEAGKRPTAARFRPG I R * + 
Sbjct: 1220 SGAC I KEL * GAAP VTLLGGGGTALDEAGKRPTAARFRPG I R * D 1092 

Score = 230 bits (496), Expect(4) = 0.0 
Identities = 99/99 (100%), Positives = 99/99 (100%) 
Frame = +3 / +2 

Query: 414 SWRLC I KRLRTPKRLTRFP *RSWP I ITL*GVSLARKDGT*RR* SKI PRQKS PSPRCKTLP 593 

S WRLC I KRLRTPKRLTRFP * RS WP I ITL * GVS LARKDGT * RR* S KI PRQKS P S PRCKTLP 
Sbjct- 788 S WRLC I KRLRTPKRLTRFP *RSWP I ITL *GVSLARKDGT*RR* SKI PRQKS PS PRCKTLP 967 



Query: 5 94 FTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 710 

FTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 
Sbjct: 968 FTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 1084 

Score = 223 bits (482), Expect(5) = 0.0 
Identities = 88/88 (100%) , Positives = 88/88 (100%) 
Frame = +3 / +2 

Query: 114 HRDLRMGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFGSWCPPSMWVPLLARRGPPSA 2 93 

HRDLRMGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFGSWCPPSMWVPLLARRGPPSA 
Sbjct: 488 HRDLRMGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFGSWCPPSMWVPLLARRGPPSA 667 



Query: 2 94 TS QNRPS PR * TC IGRRTQVQLKKPS VCT 3 77 

TSQNRPS PR* TC IGRRTQVQLKKPS VCT 
Sbjct: 668 TSQNRP S PR * TC IGRRTQVQLKKPS VCT 751 

Score = 196 bits (422), Expect(5) = 0.0 
Identities = 78/78 (100%) , Positives = 78/78 (100%) 
Frame = +1 / +3 

Query: 424 YA*RG*GHQNG*RGSPEDPGP**LCRASHWQGRTEPEEGRARYRDKNHHLLVARPYPLQP 603 

YA* RG * GHQNG * RGS PEDPG P * * LCRASHWQGRTE PEEGRAR YRD KNHHLLVARP YPLQP 
Sbjct: 798 YA*RG*GHQNG*RGSPEDPGP**LCRASHWQGRTEPEEGRARYRDKNHHLLVARPYPLQP 977 



Query: 604 * EDHHCEGGHRELLQGRA 657 

* EDHHCEGGHRELLQGRA 
Sbjct: 978 * EDHHCEGGHRELLQGRA 1031 

Score = 132 bits (282), Expect (4) =0.0 
Identities = 50/55 (90%), Positives = 50/55 (90%) 
Frame = +1 / +3 
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Query 19 pQFTPGSHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 183 

P S HHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 
Sbjct: 393 PGADQASHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 557 

Score = 125 bits (268), Expect (4) =0.0 
Identities = 45/45 (100%), Positives = 45/45 (100%) 
Frame = +1 / +3 

Query: 250 VCGCHYWQGGGHHPQHHKTDP VQDRRA* EGERRCS * KSHQCALHP 384 

VCGCHYWQGGGHHPQHHKTDPVQDRRA*EGERRCS*KSHQCALHP 
Sbjct: 624 VCGCHYWQGGGHHPQHHKTDPVQDRRA*EGERRCS* KSHQCALHP 758 

Score = 115 bits (245), Expect (6) =0.0 
Identities = 46/48 (95%) , Positives = 46/48 (95%) 
Frame = -1 / -1 

Query: 1708 F*NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALRXNF*HPEGXTV 1565 

F*NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALR NF*HPEG. TV 
Sbjct: 2088 F*NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALR*NF*HPEGQTV 1945 

Score = 86.3 bits (182), Expect (4) =0.0 
Identities = 36/36 (100%), Positives = 36/36 (100%) 
Frame = -1 / -1 

Query: 820 AIGSSPSNAAGRRRDCAG*SWEKTYSSQVQARDQVR 713 

AIGS S PSNAAGRRRDCAG * S WEKTYS SQVQARDQVR 
Sbjct: 1200 AI GS S P SNAAGRRRD C AG * S WE KTYS S QVQARDQVR 1093 

Score = 85.4 bits (180), Expect(4) = 0.0 
Identities = 31/31 (100%), Positives = 31/31 (100%) 
Frame = -2 / -2 

Query: 12 9 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 3 7 

FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 
Sbjct: 503 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 411 

Score = 81.2 bits (171), Expect (6) =0.0 
Identities = 35/49 (71%) , Positives = 35/49 (71%) 
Frame = -3 / -3 

Query: 182 QVSPGGADPESQSPLGAHSQVPVT J SAHRGCRRXXXXXXXXXXXXXX*WL 36 

QVSPGGADPESQSPLGAHSQVPVLSAHRGCRR *WL 
Sbjct: 556 QVSPGGADPESQSPLGAHSQVPVLSAHRGCRRPSGHGSPTGGHSAS*WL 410 

Score = 56.5 bits (117), Expect(6) = 0.0 
Identities = 21/21 (100%) , Positives = 21/21 (100%) 
Frame = -3 / -3 



Query: 809 QPQ * RCWE AAGLRWMKLGKDL 747 

QPQ * RCWEAAGLRWMKLGKDL 
Sbjct: 1189 QPQ * RCWEAAGLRWMKLGKDIj 1127 
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Score = 42.8 bits (87), Expect(2) = 2e-06 
Identities = 13/37 (35%) , Positives = 26/37 (70%) 
Frame = +2 / +1 

Query: 218 DIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDV 328 

++ PL ++ L +VG +IGKEG ++ + + T++KI + 
Sbjct: 835 EVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITI 945 

Score =42.8 bits (87), Expect (2) = 2e-06 
Identities = 13/37 (35%) , Positives = 26/37 (70%) 
Frame = +2 / +1 

Query: 461 EVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITI 571 

++PL++L +VG +IGKEG ++ + + T++KI + 
Sbjct: 592 D I PLRLL VPTQ YVGAI IGKEGATI RN I TKQTQS KID V 702 



Score = 40.9 bits (83), Expect(2) = 2e-06 
Identities = 13/44 (29%) , Positives = 26/44 (59%) 
Frame = +2 / +1 



Query: 863 I PAQAVGAI IGKKGQHI KQLSRFAS AS IKI APPETPDS KVRMVI 994 

+PA A G +IGK G+ + +L +A + + +TPD ++++ 
Sbjct: 1489 VPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIV 1620 

Score = 40.9 bits (83), Expect(2) = 2e-06 
Identities = 13/44 (29%), Positives = 26/44 (59%) 
Frame = +2 / +1 

Query: 1109 VPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIV 124 0 

+PA A G +IGK G+ + +L +A + + +TPD ++++ 
Sbjct: 1243 IPAQAVGAI IGKKGQHI KQLSRFAS AS IKI APPETPDS KVRMVI 1374 

Score =38.6 bits (78), Expect =6.8 

Identities = 15/54 (27%) , Positives = 30/54 (55%) 

Frame = +2 / +1 

Query: 227 LRLLVPTQ YVGAI I GKEGAT IRNI TKQTQS KI DVHRKENAGAAEKAI S VHSTPE 3 88 

+++ + p q VGA I IGK+G 1+ +++ + I + E + + + + PE 
Sbjct: 1231 VQVF I PAQAVGAI IGKKGQHI KQLSRFAS AS IKI APPETPDS KVRMVI I TGPPE 1392 

Score =38.6 bits (78), Expect =6.8 

Identities = 15/54 (27%) , Positives = 30/54 (55%) 

Frame = +2 / +1 

Query: 851 VQVF I PAQAVGAI IGKKGQHI KQLSRFASAS I KI APPETPDS KVRMVI ITGPPE 1012 

+ ++ +p Q VGAI IGK+G 1+ +++ +1+ E ++++ PE 
Sbjct: 601 LRLLVPTQYVGAI I GKEGAT I RN I TKQTQS KIDVHRKENAGAAEKAIS VHSTPE 762 

Score = 35.4 bits (71), Expect(6) = 0.0 

Identities = 11/11 (100%), Positives = 11/11 (100%) 

Frame = -3 / -3 
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Query: 260 HPHTGWAPGAE 22 8 

HPHTGWAPGAE 
Sbjct: 634 HPHTGWAPGAE 602 



Score = 30.4 bits (60), Expect(5) = 0.0 
Identities = 12/13 (92%), Positives = 13/13 (100%) 
Frame = +3 / +2 



Query: 30 PGEPS*S*MATSW 68 

PG+PS*S*MATSW 
Sbjct: 404 PGKPS*S*MATSW 442 



Score = 26.7 bits (52), Expect (5) =0.0 

Identities = 11/11 (100%), Positives = 11/11 (100%) 

Frame = +3 / +2 



Query: 747 *VFSQLHPAQS 779 

*VFSQLHPAQS 
Sbjct: 1127 *VFSQLHPAQS 1159 



> qi |2136135l[ref [NM 006546. 2| Homo sapiens IGF-II mRNA-binding protein 1 (IM 

■ Length = 2381 

Score = 576 bits (1252), Expect(3) = 0.0 

Identities = 251/279 (89%), Positives = 253/279 (90%) 

Frame = +2 / +3 

Query 704 AMS SHL I PGLNLAAVGLFXXXXXXXXXXXXXXTGAAPYS S FMQAPEQEMVQVF I PAQAVG 883 

+ + SHL PGLNLAAVGLF TGAAPYSS FMQAPEQEMVQVF I PAQAVG 

Sbjct: 1380 SLQSHLTPGLNLAAVGLFPASS S AVPPPPS S VTGAAPYS S FMQAPEQEMVQVF I PAQAVG 1559 

Query 884 AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEEN 1063 

AI IGKKGQHIKQLSRFASAS IKI APPETPDSKVRMVI ITGPPEAQFKAQGRI YGKLKEEN 
Sbjct: 1560 AI IGKKGQHIKQLSRFASAS I KIAPPETPDSKVRMVI ITGPPEAQFKAQGRI YGKLKEEN 1739 

Query 1064 FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIVK 1243 

FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIVK 
Sbjct: 1740 FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVK 1919 

Query 1244 IIGHFYASQMAQRKIRDILAQVKQQHQKGQSNQAQARRKXXXXXXXXESRTTTGRNRECA 1423 

IIGHFYASQMAQRKIRDILAQVKQQHQKGQSNQAQARRK E S RTTTGRNRE C A 

Sbjct: 1920 IIGHFYASQMAQRKIRDILAQVKQQHQKGQSNQAQARRK*PAPPCPFESRTTTGRNRECA 2099 

Query: 1424 LPGRPENEWESGTXGPGCRSGLPT*LRKMFQ*GTLIXQP 1540 

LPGRPENEWESGT GPGCRSGLPT*LRKMFQ*GTLI QP 
Sbjct: 2100 LPGRPENEWESGTPGPGCRSGLPT*LRKMFQ*GTLISQP 2216 

Score = 555 bits (1206), Expect (4) =0.0 

Identities = 227/237 (95%), Positives = 232/237 (97%) 

Frame = -1 / -1 

Query 739 QVQARDQV^AHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRWKGKVLQRGDGDF 560 

Q + + + + + AHGSH 1 1 L IGLPNFLHYFLLGPAT I LDGPLHSDGPLRWKGKVLQRGDGDF 
Sbjct- 1409 QARGQVRLQAHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRWKGKVLQRGDGDF 1230 
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Ouerv 559 CLGILLYLLQVPSFLANETPYKVIMGQDLQGNLVSRFGVLSLFMHNLQDHLTSGGAALRG 380 

CLGILLYLLQVPSFLANETPYKVIMGQ LQGNIiVSRFGVLSLFMHNLQDHLTSGGAALRG 
Sbjct: 1229 CLGILLYLLQVPSFLANETPYKVIMGQGLQGNLVSRFGVLSLFMHNLQDHLTSGGAALRG 1050 

Ouerv- 379 GVHTDGFFSCTCVLLPMHVYLGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLG 200 

GVHTDGFFSCTCVLLPMHVYLGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLG 
Sbjct: 1049 GVHTDGFFSCTCVLLPMHVYLGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLG 870 

Query 199 WG PRCHR * ALAGLT PRAKAP SAP ILRSLCYLLI GD VGDLQGMVLQLVAI QLKDG SPG 29 

WGPRCHR * ALAGLTPRAKAPS AP ILRS LCYLL IGDVGDLQGMVLQLVAIQLHDG PG 
Sbjct: 869 WGPRCHR* ALAGLTPRAKAPSAPILRSLCYLLIGDVGDLQGMVLQLVAIQLHDGLPG 699 

Score = 527 bits (1145), Expect (3) =0.0 

Identities = 225/227 (99%) , Positives = 225/227 (99%) 

Frame = +2 / +3 

Query 32 rgAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 211 

R AIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 
Sbjct: 702 RQAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 881 

Ouerv 212 QVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 391 

QVD I PLRLLVPTQYVGAI IGKEGATIRNITKQTQSKIDVHRKENAGAAEKAI SVHSTPEG 
Sbjct: 882 QVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAI SVHSTPEG 1061 

Query 3 92 CSSACKMILEIMHKEAKDTKTADEVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITI 571 

CSSACKMILEIMHKEAKDTKTADEVPLK LAHNNFVGRLIGKEGRNLKKVEQDTETKITI 
Sbjct: 1062 CSSACKMILEIMHKEAKDTKTADEVPLKTLAHNNFVGRLIGKEGRNLKKVEQDTETKITI 1241 

Query 572 SSLQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS 712 

SSLQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS 
Sbjct: 1242 SSLQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS 13 82 

Score = 522 bits (1133), Expect(5) = 0.0 

Identities = 218/242 (90%) , Positives = 220/242 (90%) 

Frame = -3 / -3 

Ouerv 1583 PRGAXSVGPIGWVFGAXRSGFLTGTSFSIKWANLIYSPAXVSRIPTHSQACRGEHTLDFC 1404 

7 ' p G +G +G GA RSGFLTGTS FS I KWANL I YS PA VSRI PTHSQACRGEHTLDFC 

Sbjct: 2259 PEGQTVLGQLGRCLGAERSGFLTGTSFSIKWANLIYSPAQVSRIPTHSQACRGEHTLDFC 2080 

Ouerv 1403 PLLSWTXRDREGLVTXXXXXXXXXXXSDAAA*PGPGCLGSSVEPSDWHRNVR*FSR*PGR 1224 

' PLLSWT RDREGLVT SDAAA*PGPGCLGSSVEPSDWHRNVR*FSR*PGR 

Sbjct: 2079 PLLSWTRRDREGLVTSFVPGPGYSVPSDAAA*PGPGCLGSSVEPSDWHRNVR*FSR*PGR 1900 

Query 1223 SHQGSGLLVLPPQLPSNSATRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VC 1044 

SHQGSGLLVLPPQLPSNSATRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VC 
Sbjct: 1899 SHQGSGLLVLPPQLPSNSATRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VC 1720 

Query 1043 HRFFPEP*IGPLAVQ***PYELWSQVFRWQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG 864 

HRFFPEP* IGPLAVQ* * *PYELWSQVFRWQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG 
Sbjct- 1719 HRFFPEP* IGPLAVQ* **PYELWSQVFRWQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG 1540 
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Query: 863 *T 858 
*T 

Sbjct: 1539 *T 1534 

Score = 510 bits (1108), Expect (6) =0.0 

Identities = 210/225 (93%), Positives - 210/225 (93%) 

Frame = +3 / +1 

Query- 837 PSRRWCRCLSPPRQWAPXXXXXXXXXXXXPGLPAPPSRLHHPKHLTPKFVWLSSLDRQRP 1016 

PSRRWCRCLSPPRQWAP PGLPAPPSRLHHPKHLTPKFVWLS SLDRQRP 

Sbjct- 1513 PSRRWCRCLSPPRQWAPSSARRGSTSNSS PGLPAPPSRLHHPKHLTPKFVWLS SLDRQRP 1692 



Query- 1017 NSRLREESMANSRRRTSLVPRRK*SWRPTYVCQHQQIAGSLAKVEKR*TSCRI*RQLRW* 1196 

NSRLREESMANSRRRTSLVPRRK* SWRPTYVCQHQQLAGSLAKVEKR*TSCRI *RQLRW* 
Sbjct- 1693 NSRLREESMANSRRRTSLVPRRK* SWRPTYVCQHQQLAGSLAXVEKR*TSCRI*RQLRW* 1872 



Query- 1197 YQETRPLMRTTRSS*KSSDISMPVRWLNGRSETSWPRLSSSIRRDRVTRPRHGGSDQPLP 1376 

YQETRPLMRTTRSS*KSSDISMPVRWLNGRSETSWPRLSSSIRRDRVTRPRH GSDQPLP 
Sbjct- 1873 YQETRPLMRTTRSS * KSSD I SMPVRWLNGRSETSWPRLS S S IRRDRVTRPRHEGSDQPLP 2052 



Query: 1377 VPXS PGQQRAE I ES VLS PAGLRMSGNPGHXGRAVDQVCPLD * ERC 1511 

VP SPGQQRAEIESVLSPAGLRMSGNPGH GRAVDQVCPLD*ERC 
Sbjct: 2053 VPS S PGQQRAE I ES VLS PAGLRMSGNPGHLGRAVDQVCPLD * ERC 2187 

Score = 504 bits (1094), Expect (5) =0.0 

Identities = 194/194 (100%) , Positives = 194/194 (100%) 

Frame = +1 / +2 

Query 715 SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLYAGSRAGDGAGVYPRPGSGRHHR 894 

S PDPWPEPGCCRS FPSF IQRSPAASQQRYWGCSL* LL YAGSRAGDGAGVYPRPGSGRHHR 
Sbjct- 1391 S PDPWPEPGCCRS FPSF I QRSPAASQQRYWGCSL*LL YAGSRAGDGAGVYPRPGSGRHHR 1570 



Query: 895 QEGAAHQTALPVCQRLHQDCTTRNT*LQSSYGYHHWTARGPIQGSGKNLWQTQGGELLWS 1074 

QEGAAHQTALPVCQRLHQDCTTRNT*LQSSYGYHHWTARGPIQGSGKNLWQTQGGELLWS 
Sbjct* 1571 QEGAAHQTALPVCQRLHQDCTTRNT*LQSSYGYHHWTARGPIQGSGKNLWQTQGGELLWS 1750 



Query- 1075 QGGSEAGDPHTCASISSWPGHWQRWKNGERVAEFDGS*GGSTKRPDP**ERPGHRENHRT 1254 

QGGSEAGDPHTCASISSWPGHWQRWKNGERVAEFDGS*GGSTKRPDP**ERPGHRENHRT 
Sbjct* 1751 QGGS EAGDPHTC AS I S S WPGHWQRWKNGERVAE FDGS * GGSTKRPDP * * ERPGHRENHRT 1930 



Query: 1255 FLCQSDGSTEDPRH 12 96 

FLCQSDGSTEDPRH 
Sbjct: 1931 FLCQSDGSTEDPRH 1972 

Score = 482 bits (1046), Expect (6) =0.0 

Identities = 196/213 (92%), Positives = 196/213 (92%) 

Frame = -1 / -1 

Query: 1513 EHLSQSSGQT*STARPXCPGFPLILRPAGESTLSISARCCPGLXGTGRGWSLPPCXXXXX 1334 

EHLSQSSGQT*STARP CPGFPL ILRPAGESTLS I SARCCPGL GTGRGWSLP C 
Sbjct: 2189 EHLSQSSGQT*STARPRCPGFPLILRPAGESTLSISARCCPGLEGTGRGWSLPSCLGLVT 2010 
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Ouery 1333 XXXXXXXXXLGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 1154 

" LGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 
Sbjct: 2009 LSLLMLLLNLGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 1830 

Query- 1153 FSTFANDPASC*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSLSLELGLWRSSDDNHTNFG 974 

FSTFANDPASC*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSLSLELGLWRSSDDNHTNFG 
Sbjct: 1829 FSTFAJtTOPASC*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSIjSLELGLWRSSDDNHTNFG 1650 

Query: 973 VRC FGWCNLDGGAGKPGELFDVLPLLADDGAHC 875 

VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 
Sbjct: 164 9 VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 1551 

Score = 395 bits (857), Expect (5) =0.0 

Identities = 168/179 (93%), Positives = 169/179 (94%) 

Frame = -2 / -2 

Query 711 LMAATSFS*ASRTFFIISCSALQQFSMAPFTVT4VLSGL*RWSCNEEMVIFVSVSCSTFF 532 

LMAATSFS*ASRTFFIISCSALQQFSI^PFTvNVliSGL*RVRSCNEEMVIFVSVSCSTFF 
Sbjct: 1381 LMAATSFS*ASRTFFIISCSALQQFSMAPFTVMVLSGL*RVRSCNEEMVIFVSVSCSTFF 1202 

Query- 531 RFRPSLPMRRPTKLLWARIFRGTXXXXXXXXXXLCIISKIILQAEEQPSGVECTLMAFSA 352 

RFRPSLPMRRPTKLLWAR+FRGT LCIISKIILQAEEQPSGVECTLMAFSA 
Sbjct: 1201 RFRPSLPMRRPTKLLWARVFRGTSSAVLVSLASLCIISKIILQAEEQPSGVECTLMAFSA 1022 

Query 3 51 APAFSFLCTSILDWCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 175 

APAFSFLCTSILDWVCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 
Sbjct: 1021 APAFSFLCTSILDWCFV^LRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 845 

Score = 374 bits (810), Expect(4) = 0.0 

Identities = 150/152 (98%), Positives = 150/152 (98%) 

Frame = -2 / -2 

Query 153 9 G*XIRVPHWNIFLNQVGKPDLQPGPXVPDSHSFSGLPGRAHSRFLPVWLDSKGQGGAGH 1360 

G* IRVPHWNI FLNQVGKPDLQPGP VPD SH S FS GLPGRAHSRFL PVWLD S KGQGGAGH 
Sbjct: 2215 G*EIRVPHWNIFLNQVGKPDLQPGPGVPDSHSFSGLPGRAHSRFLPWVLDSKGQGGAGH 2036 

Query 1359 FLRAWAWLLCPF * CCCLTWARMSRI FR* AI * LA* KCPMI FTMTWS FS SGVWSLGTTTS AA 1180 

FLRAWAWLLCPF * CCCLTWARMSRI FR*AI * LA* KCPMI FTMTWS FSSGVWSLGTTTSAA 
Sbjct: 2035 FLRAW AWLLCPF* CCCLTWARMSRI FR*AI* LA* KCPMI FTMTWS FSSGVWSLGTTTSAA 1856 

Query: 1179 VKFCNSFTVFPPLPMTRPAADAGTRMWVSSFT 1084 

VKFCNS FTVFPPLPMTRPAADAGTRMWVS S FT 
Sbjct: 1855 VKFCNSFTVFPPLPMTRPAADAGTRMWVSSFT 1760 

Score = 269 bits (582), Expect(6) = 0.0 

Identities - 113/134 (84%) , Positives = 113/134 (84%) 

Frame = -3 / -3 



Query 701 PHHSHRPPELSSLFPARPCNNSRXXXXXXXXXQGCKG*GLATRRW*FLSRYLALPSSGSV 522 

PHHSHRPPELSSLFPARPCNNSR QGCKG*GLATRRW*FLSRYLALPSSGSV 
Sbjct* 1371 PHHSHRPPELSSLFPARPCNNSRWPPSQ*WSSQGCKG*GLATRRW*FLSRYLALPSSGSV 1192 
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Query 521 LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYAXXXXXXXXXXXXPQGWSAH*WLFQLHLR 342 

LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYA PQGWSAH*WLFQLHLR 
Sbjct: 1191 LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYA*SPRSSYKRRSSPQGWSAH*WLFQLHLR 1012 

Query: 341 SPSYARLSWTGSVL 300 

SPSYARLSWTGSVL 
Sbjct: 1011 SPSYARLSWTGSVL 970 

Score = 247 bits (534), Expect (4) =0.0 

Identities = 101/103 (98%) , Positives = 103/103 (100%) 

Frame = -2 / -2 

Query 1020 NWASGGPVMITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 841 

NWASGGPVMITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 
Sbjct: 1696 NWASGGPVMITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 1517 

Query: 840 SGAC I KEL * GAAPVTLLGGGGTALDEAGKRPTAARFRPG IR * E 712 

SGACIKEL*GAAPVTLLGGGGTALDEAGKRPTAARFRPG+R* + 
Sbjct: 1516 SGAC I KEL * GAAP VTLLGGGGTALDEAGKRPTAARFRPGVR * D 13 88 

Score = 227 bits (491), Expect (6) =0.0 
Identities = 98/99 (98%) , Positives = 98/99 (98%) 
Frame = +3 / +1 

Query: 414 SWRLCIKRLRTPKRLTRFP*RSWPIITL*GVSLARKDGT*RR*SKIPRQKSPSPRCKTLP 593 

SWRLC I KRLRTPKRLTRFP * R WPIITL*GVSLARKDGT*RR*SKIPRQKSPSPRCKTLP 
Sbjct: 1084 SWRLCIKRLRTPKRLTRFP*RPWPIITL*GVSLARKDGT*RR*SKIPRQKSPSPRCKTLP 1263 

Query: 594 FTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 710 

FTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 
Sbjct: 1264 FTTLRGPSL * RGPSRI VAGPSRK* * RKFGRPMRMMWLP* 1380 

Score = 223 bits (482), Expect(5) = 0.0 
Identities = 88/88 (100%), Positives = 88/88 (100%) 
Frame = +3 / +1 

Query 114 HRDLRMGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFGSWCPPSMWVPLLARRGPPSA 293 

HRDLRMGAEGALALGVS PARAHLWQRGPQPS SS KWTS PFGS WCPPSMWVPLLARRGPPSA 
Sbjct: 784 HRDLRMGAEGALALGVS PARAHLWQRGPQPS SS KWTS PFGS WCPPSMWPLLARRGPPS A 963 

Query: 294 TSQNRPSPR*TCIGRRTQVQLKKPSVCT 377 

TSQNRPSPR*TCIGRRTQVQLKKPSVCT 
Sbjct: 964 TSQNRPSPR*TCIGRRTQVQLKKPSVCT 1047 

Score = 196 bits (422), Expect(5) = 0.0 
Identities = 78/78 (100%), Positives = 78/78 (100%) 
Frame = +1 / +2 



Query 424 YA* RG * GHQNG * RGS PEDPGP * * LCRASHWQGRTEPEEGRARYRDKNHHLLVARP YPLQP 603 

YA*RG* GHQNG* RGS PED PGP **LCRASHWQGRTEPEEGRARYRDKNHHLLVARP YPLQP 
Sbjct: 1094 YA * RG * GHQNG* RGS PED PGP **LCRASHWQGRTEPEEGRARYRDKNHHLLVARP YPLQP 1273 
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Query: 604 * EDHHCEGGHRELLQGRA 657 

* EDHHC EGGHRE LLQGRA 
Sbjct: 1274 * EDHHCEGGHRELLQGRA 1327 

Score = 141 bits (303), Expect (4) =0.0 
Identities = 54/56 (96%) , Positives = 54/56 (96%) 
Frame = -2 / -1 

Query* 1704 KT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCAXISDTPRGXQCWANWVGVWG 1537 

KT * RKFYFS SH* GVTHPLGGAWRAS LNNPRLKVPCA ISDTPRG QCWANWVGVWG 
Sbjct: 2381 KT*RKPYFSSH* GVIHPLGGAWRAS LNNPRLKVPCAR I SDTPRGRQCWANWVGVWG 2214 

Score = 136 bits (291), Expect (5) =0.0 
Identities = 60/71 (84%), Positives = 60/71 (84%) 
Frame = +1 / +2 

Query 1372 SLSLXVQDNNGQKSRVCSPRQA*E*VGIRDTWAGL*IRFAHLIEKDVPVRNPDLSAPNTH 1551 

SLSL VQDNNGQKS RVC S PRQA* E * VG I RDTWAGL * IRFAHLIEKDVPVRNPDLSAP 
Sbjct: 2048 SLSLRVQDNNGQKSRVCS PRQA* E*VGI RDTWAGL* I RFAHL I EKDVPVRNPDLSAPKHL 2227 

Query: 1552 PIGPTLXAPRG 1584 

P P P G 
Sbjct: 222 8 PNWPNTVCPSG 2260 

Score = 133 bits (284), Expect(3) = 0.0 
Identities = 53/55 (96%) , Positives = 53/55 (96%) 
Frame = +2 / +1 

Query 1538 PQTPTQLAQHCXPLGVSEIXAQGTFKRGLFKEALQAPPRGWITPQWEEK*NFLQV 1702 

PQTPTQLAQHC PLGVSEI AQGTFKRGLFKEALQAPPRGWITPQWEEK*NFLQV 
Sbjct: 2215 PQTPTQLAQHCLPLGVSEILAQGTFKRGLFKEALQAPPRGWITPQWEEK*NFLQV 2379 

Score = 133 bits (284), Expect (6) =0.0 
Identities = 52/54 (96%) , Positives = 52/54 (96%) 
Frame = +3 / +2 

Query: 1542 KHPPNWPNTVCPSGCQKX*RKALLNVDCLKKLSRPHQEGGSHLSGKKNKISFRF 1703 

KH PNWPNTVCPSGCQK *RKALLNVDCLKKLSRPHQEGGSHLSGKKNKISFRF 
Sbjct: 2219 KHLPNWPNTVCPSGCQKF*RKALLNVDCLKKLSRPHQEGGSHLSGKKNKISFRF 2380 

Score = 132 bits (282), Expect(6) = 0.0 
Identities = 50/55 (90%), Positives = 50/55 (90%) 
Frame = +1 / +2 

Query 19 PQFTPGSHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 183 

P SHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 
Sbjct: 689 PGADQASHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 853 

Score = 129 bits (276), Expect (3) = 4e-38 
Identities = 52/55 (94%), Positives = 53/55 (96%) 
Frame = +1 / +3 
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Query: 1540 PNTHPIGPTLXAPRGVRNXSARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGF 1704 

PNT+PIGPTL APRGVRN S ARHF * TW I V* RS S PGPTKRVDHTS VGRKI KFPSGF 
Sbjct: 2217 PNTYPIGPTLSAPRGVRNSSARHF*TW I V*RSS PGPTKRVDHTS VGRKI KFPSGF 2381 

Score = 125 bits (268), Expect (6) =0.0 
Identities = 45/45 (100%) , Positives = 45/45 (100%) 
Frame = +1 / +2 

Query: 2 50 VCGCHYWQGGGHHPQHHKTDPVQDRRA* EGERRCS * KSHQCALHP 384 

VCGCHYWQGGGHHPQHHKTDPVQDRRA* EGERRCS * KSHQCALHP 
Sbjct: 920 VCGCHYWQGGGHHPQHHKTDPVQDRRA* EGERRCS* KSHQCALHP 1054 

Score = 117 bits (251), Expect (6) =0.0 
Identities = 52/55 (94%), Positives = 52/55 (94%) 
Frame = -3 / -2 

Query: 1703 KPEGNF I FLPTEV* STLLVGPGELL*TIHV* KCLALXFLTPRGAXS VGP IGWVFG 1539 

KPEGNFI FLPTEV* STLLVGPGELL * TIHV* KCLAL FLTPRGA SVGPIG VFG 
Sbjct: 2380 KPEGNF I FLPTEV* STLLVGPGELL *TIHV*KCLALEFLTPRGADSVGPIG* VFG 2216 

Score = 111 bits (238), Expect (5) =0.0 
Identities = 44/46 (95%), Positives = 44/46 (95%) 
Frame = -1 / -3 

Query: 1702 NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALRXNF*HPEGXTV 1565 

NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALR NF*HPEG TV 
Sbjct: 2379 NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALR*NF*HPEGQTV 2242 

Score =85.4 bits (180), Expect (5) =0.0 
Identities = 31/31 (100%) , Positives = 31/31 (100%) 
Frame = -2 / -2 

Query: 129 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 37 

FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 
Sbjct: 799 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 707 

Score =83.1 bits (175), Expect (5) =0.0 
Identities = 35/36 (97%), Positives = 35/36 (97%) 
Frame = -1 / -1 

Query: 820 AIGSSPSNAAGRRRDCAG*SWEKTYSSQVQARDQVR 713 

A I GS S P SNAAGRRRD CAG * S WE KT Y S S QVQAR QVR 
Sbjct: 1496 AI GS S P S NAAGRRRDCAG * S WE KTYS S QVQARGQVR 1389 

Score =81.2 bits (171), Expect (6) =0.0 
Identities = 35/49 (71%) , Positives = 35/49 (71%) 
Frame = -3 / -3 

Query: 182 QVSPGGADPESQSPLGAHSQVPVLSAHRGCRRXXXXX}CXXXXXXXX*WL 36 

Q VS PGGAD PESQS PLGAHS Q VP VL S AHRGCRR * WL 

Sbjct: 852 QVS PGGAD PESQSPLGAHSQVPVLSAHRGCRRPSGHGS PTGGHSAS * WL 706 



RIEM1061911388-17096-1581453.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Score =56.5 bits (117), Expect (6) =0.0 
Identities = 21/21 (100%), Positives = 21/21 (100%) 
Frame = -3 / -3 

Query: 809 QPQ*RCWEAAGLRWMKLGKDL 747 

QPQ * RCWEAAGLRWMKLGKDL 
Sbjct: 1485 QPQ* RCWEAAGLRWMKLGKDL 1423 

Score =42.8 bits (87), Expect (3) = 4e-38 
Identities = 13/37 (35%), Positives = 26/37 (70%) 
Frame = +2 / +3 

Query: 461 EVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITI 571 

++PL++L +VG +IGKEG ++ + + T++KI + 
Sbjct: 888 D I PLRLLVPTQ YVGAI I GKEGAT I RN I TKQTQS KIDV 998 

Score = 41.4 bits (84), Expect (2) = 6e-06 
Identities = 13/37 (35%), Positives = 25/37 (67%) 
Frame = +2 / +3 

Query: 218 DIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDV 328 

++PL+ L +VG +IGKEG + + + + T++KI + 
Sbjct: 1131 EVPLKTLAHNNFVGRLIGKEGRNLKKVEQDTETKITI 1241 

Score = 40.9 bits (83), Expect(3) = 4e-38 
Identities = 13/44 (29%), Positives = 26/44 (59%) 
Frame = +2 / +3 

Query: 863 IPAQAVGAIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVI 994 

+PA A G +IGK G+ + +L +A + + +TPD ++++ 
Sbjct: 1785 VPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIV 1916 

Score = 40.9 bits (83), Expect (2) = 6e-06 
Identities = 13/44 (29%) , Positives = 26/44 (59%) 
Frame = +2 / +3 

Query: 1109 VPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIV 1240 

+PA A G +IGK G+ + +L +A + + +TPD ++ + + 
Sbjct: 1539 IPAQAVGAIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVI 1670 

Score = 38.6 bits (78), Expect = 6.8 

Identities = 15/54 (27%) , Positives = 30/54 (55%) 

Frame = +2 / +3 

Query: 851 VQVFIPAQAVGAIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPE 1012 

+++ +P Q VGAIIGK+G 1+ +++ +1+ E ++++ PE 
Sbjct: 897 LRLLVPTQ YVGAI I GKEGAT I RN I TKQTQS KIDVHRKENAGAAEKAI S VHSTPE 1058 

Score =38.6 bits (78), Expect =6.8 

Identities = 15/54 (27%) , Positives = 30/54 (55%) 

Frame = +2 / +3 
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Query: 227 LRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPE 388 

++ + + p Q VGAIIGK+G 1+ +++ +1+ E ++++ PE 
Sbjct: 1527 VQVF I PAQAVGA I IGKKGQHI KQLSRFAS AS I KI APPETPDSKVRMVI I TGP PE 1688 

Score = 35.4 bits (71), Expect (6) =0.0 

Identities = 11/11 (100%) , Positives = 11/11 (100%) 

Frame = -3 / -3 

Query: 2 60 HPHTGWAPGAE 22 8 

HPHTGWAPGAE 
Sbjct: 930 HPHTGWAPGAE 898 

Score = 30.4 bits (60), Expect (5) =0.0 
Identities = 12/13 (92%) , Positives = 13/13 (100%) 
Frame = +3 / +1 

Query: 30 PGEPS*S*MATSW 68 

PG+PS*S*MATSW 
Sbjct: 700 PGKPS*S*MATSW 738 

Score =26.7 bits (52), Expect (6) =0.0 

Identities = 11/11 (100%), Positives = 11/11 (100%) 

Frame = +3 / +1 

Query: 747 *VFSQLHPAQS 779 

*VFSQLHPAQS 
Sbjct: 1423 *VFSQLHPAQS 1455 

> qi | 7141071 |qb| AF198254 . 1 | AF198254 Homo sapiens mRNA-binding protein CRDBP m 

Length = 23 81 

Score = 576 bits (1252), Expect (3) =0.0 

Identities = 251/279 (89%), Positives = 253/279 (90%) 

Frame = +2 / +3 

Query 704 AMS SHL I PGLNLAAVGLFXXXXXXXXXXXXXXTGAAP YS S FMQAPEQEMVQVF I PAQAVG 883 

++ SHL PGLNLAAVGLF TGAAPYSSFMQAPEQEMVQVFIPAQAVG 
Sbjct: 1380 SLQSHLTPGLNLAAVGLFPASSSAVPPPPSSVTGAAPYSSFMQAPEQEMVQVFI PAQAVG 1559 

Query: 884 AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEEN 1063 

AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEEN 
Sbjct: 1560 AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEEN 1739 

Query: 1064 FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIVK 1243 

FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVTTELQNLTAAEVWPRDQTPDENDQVIVK 
Sbjct: 1740 FFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVK 1919 

Query 1244 IIGHFYASQMAQRKIRDILAQVKQQHQKGQSNQAQARRKXXXXXXXXESRTTTGRNRECA 1423 

I IGHF YASQMAQRKI RD I LAQVKQQHQKGQSNQAQARRK E S RTTTGRNRE C A 

Sbjct: 1920 I IGHFYASQMAQRKIRD I LAQVKQQHQKGQSNQAQARRK* PAPPCPFESRTTTGRNRECA 2099 



Query: 1424 LPGRPENEWESGTXGPGCRSGLPT*LRKMFQ*GTLIXQP 1540 
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LPGRPENEWESGT GPGCRSGLPT*LRKMFQ*GTLI QP 
Sbjct: 2100 LPGRPENEWESGTPGPGCRSGLPT*LRKMFQ*GTLISQP 2216 

Score = 555 bits (1206), Expect (4) = 0.0 

Identities = 227/237 (95%), Positives = 232/237 (97%) 

Frame = -1 / -1 

Query 73 9 QVQARDQVRAHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRVVKGKVLQRGDGDF 560 

Q + + +++AHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRWKGKVLQRGDGDF 
Sbjct: 1409 QARGQVRLQAHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRVVKGKVLQRGDGDF 1230 

Query- 559 CLGILLYLLQVPSFLANETPYKVIMGQDLQGNLVSRFGVLSLFMHNLQDHLTSGGAALRG 380 

CLGILLYLLQVPSFLANETPYKVIMGQ LQGNLVSRFGVLSLFMHNLQDHLTSGGAALRG 
Sbjct: 1229 CLGILLYLLQVPSFLANETPYKVIMGQGLQGNLVSRFGVLSLFMHNLQDHLTSGGAALRG 1050 

Query: 379 GVHTDGFFSCTCVLLPMHWLGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLG 200 

GVHTDGFFSCTCVLLPMHVYLGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLG 
Sbjct: 104 9 GVHTDGFFSCTCVTjLPMHVYLGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLG 870 

Query: 199 WGPRCHR*ALAGLTPRAKAPSAPILRSLCYLLIGDVGDLQGMVLQLVAIQLHDGSPG 29 

WGPRCHR*ALAGLTPRAKAPSAPILRSLCYLLIGDVGDLQGMVLQLVAIQLHDG PG 
Sbjct: 869 WGPRCHR*ALAGLTPRAKAPSAPILRSLCYLLIGDVGDLQGMVLQLVAIQLHDGLPG 699 

Score = 527 bits (1145), Expect(3) = 0.0 

Identities = 225/227 (99%), Positives = 225/227 (99%) 

Frame - +2 / +3 

Query: 32 RGAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 211 

R AIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 
Sbjct: 702 RQAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 881 

Query 212 QVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 391 

QVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 
Sbjct: 882 QVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 1061 

Query 392 CSSACKMILEIMHKEAKDTKTADEVPLKILAHNNFVGRLIGKEGRWLKKVEQDTETKITI 571 

CSSACKMILEIMHKEAKDTKTADEVPLK LAHNNFVGRL IGKEGRNLKKVEQDTETKI T I 
Sbjct: 1062 CSSACKM I LEI^KEAKDTKTADEVPLKTLAHNNFVGRL IGKEGRNLKKVEQDTETKI T I 1241 

Query: 572 S SLQDLTL YNPERT I TVKGAI ENCCRAEQE IMKKVRE AYEND VAAMS 712 

S S LQDLTL YNPERT I TVKGA I ENCCRAEQE I MKKVREAYENDVAAMS 
Sbjct: 1242 S SLQDLTL YNPERT ITVKGAI ENCCRAEQE I MKKVREAYENDVAAMS 1382 

Score = 522 bits (1133), Expect(5) = 0.0 

Identities = 218/242 (90%), Positives = 220/242 (90%) 

Frame - -3 / -3 

Query: 1583 PRGAXS VGPIGWVFGAXRSGFLTGTS FS I KWANLI YS PAXVSRI PTHSQACRGEHTLDFC 1404 

P G +G +G GA RSGFLTGTS FS I KWANL I YS PA VSR I PTHSQACRGEHTLDFC 
Sbjct: 2259 PEGQTVLGQLGRCLGAERSGFLTGTSFS I KWANL I YSPAQVSR I PTHSQACRGEHTLDFC 2080 

Query: 1403 PLLSWTXRDREGLVTXXXXXXXXXXXSDAAA*PGPGCLGSSVEPSDWHRNVR*FSR*PGR 1224 
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PLLSWT RDREGLVT SDAAA* PGPGCLGS S VEPSDWHRNVR* FSR* PGR 

Sbjct: 2079 PLL S WTRRDREGLVTSFVPGPGYSVPSDAAA* PGPGCLGS S VEPSDWHRNVR* FSR* PGR 1900 

Query- 1223 SHQGSGLLVLPPQLPSNSATRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VC 1044 

SHQGSGLLVLPPQLPSNSATRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VC 
Sbjct: 1899 SHQGSGLLVLPPQLPSNSATRSPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VC 1720 

Query* 1043 HRFFPEP*IGPLAVQ* * *PYELWSQVFRWQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG 864 

HRFFPEP*IGPLAVQ***PYELWSQVFRWQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG 
Sbjct: 1719 HRFFPEP*IGPLAVQ***PYELWSQVFRWQS*WRRWQTGRAV*CAAPSCR*WRPLPGRG 1540 

Query: 863 *T 858 
*T 

Sbjct: 1539 *T 1534 

Score = 510 bits (1108), Expect(6) = 0.0 

Identities = 210/225 (93%) , Positives = 210/225 (93%) 

Frame = +3 / +1 

Query- 837 PSRRWCRCLSPPRQWAPXXXXXXXXXXXXPGLPAPPSRLHHPKHLTPKFVWLSSLDRQRP 1016 

PSRRWCRCLSPPRQWAP PGLPAPPSRLHHPKHLTPKFVWLS SLDRQRP 

Sbjct: 1513 PSRRWCRCLSPPRQWAPSSARRGSTSNSSPGLPAPPSRLHHPKHLTPKFVWLSSLDRQRP 1692 

Query 1017 NSRLREESMANSRRRTSLVPRRK*SWRPTYVCQHQQI^GSIiAKVEKR*TSCRI*RQLRW* 1196 

NSRLREESMANSRRRTSLVPRRK*SWRPTYVCQHQQLAGSLAKVEKR*TSCRI*RQLRW* 
Sbjct: 1693 NSRLREESMANSRRRTSLVPRRK* SWRPTYVCQHQQLAGSLAKVEKR*TSCRI *RQLRW* 1872 

Query 1197 YQETRPLMRTTRSS*KSSDISMPVRWLNGRSETSWPRLSSSIRRDRVTRPRHGGSDQPLP 1376 

YQETRPLMRTTRSS*KSSDISMPVRWLNGRSETSWPRLSSSIRRDRVTRPRH GSDQPLP 
Sbjct: 1873 YQETRPLMRTTRS S * KSSD I SMPVRWLNGRSETS WPRLSSS IRRDRVTRPRHEGSDQPLP 2052 

Query: 1377 VPXS PGQQRAE IES VLS PAGLRMSGNPGHXGRAVDQVCPLD * ERC 1511 

VP SPGQQRAEIESVLSPAGLRMSGNPGH GRAVDQVCPLD*ERC 
Sbjct: 2053 VPS S PGQQRAE I E S VLS PAGLRMSGNPGHLGRAVDQVCPLD * ERC 2187 

Score = 504 bits (1094), Expect (5) =0.0 

Identities = 194/194 (100%), Positives = 194/194 (100%) 

Frame = +1 / +2 

Query 715 S PDPWPEPGCCRSFPS FIQRSPAASQQRYWGCSL * LL YAGSRAGDGAGVYPRPGSGRHHR 894 

S PDPWPEPGCCRS FPSF IQRSPAASQQRYWGCSL * LLYAGSRAGDGAGVYPRPGSGRHHR 
Sbjct: 1391 SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLYAGSRAGDGAGVYPRPGSGRHHR 1570 

Query 895 QEGAAHQTALPVCQRLHQDCTTRNT*LQSSYGYHHWTARGPIQGSGKNLWQTQGGELLWS 1074 

QEGAAHQTALPVCQRLHQDCTTRNT*LQSSYGYHHWTARGPIQGSGKNLWQTQGGELLWS 
Sbjct: 1571 QEGAAHQTALPVCQRLHQDCTTRNT*LQSSYGYHHWTARGPIQGSGKNLWQTQGGELLWS 1750 

Query 1075 QGGS EAGD PHTCAS I S S WPGHWQRWKNGERVAEFDGS * GGSTKRPDP * * ERPGHRENHRT 1254 

QGGSEAGDPHTCASISSWPGHWQRWKNGERVAEFDGS*GGSTKRPDP**ERPGHRENHRT 
Sbjct- 1751 QGGS EAGD PHTCAS I SSWPGHWQRWKNGERVAEFDGS * GGSTKRPDP* * ERPGHRENHRT 1930 



Query: 1255 FLCQSDGSTEDPRH 12 96 
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FLCQSDGSTEDPRH 
Sbjct: 1931 FLCQSDGSTEDPRH 1972 

Score = 482 bits (1046), Expect (6) =0.0 

Identities = 196/213 (92%), Positives = 196/213 (92%) 

Frame - -1 / -1 

Query- 1513 EHLSQSSGQT*STARPXCPGFPLILRPAGESTLSISARCCPGLXGTGRGWSLPPCXXXXX 1334 

EHLSQSSGQT* STARP CPGFPLILRPAGESTLSISARCCPGL GTGRGWSLP C 
Sbjct: 2189 EHLSQSSGQT* STARPRCPGFPLILRPAGESTLS I SARCCPGLEGTGRGWSLPSCLGLVT 2010 

Query 1333 XXXXXXXXXLGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 1154 

LGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 
Sbjct: 2009 LSLLMLLLNLGQDVSDLPLSHLTGIEMSDDFHDDLWLIRGLVSWYYHLSCRQILQLVHR 1830 

Query 1153 FSTFANDPASC*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSLSLELGLWRSSDDNHTNFG 974 

FS TFAND PAS C * CWHT YVGLQLHFLLGTKE VLLLE FAIDS S LS LELGLWRS SDDNHTNFG 
Sbjct: 1829 FSTFAND PAS C*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSLS LELGLWRS SDDNHTNFG 1650 

Query: 973 VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 875 

VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 
Sbjct: 1649 VRCFGWCNLDGGAGKPGELFDVLPLLADDGAHC 1551 

Score = 395 bits (857), Expect(5) = 0.0 

Identities = 168/179 (93%), Positives = 169/179 (94%) 

Frame = -2 / -2 

Query 711 LMAATSFS*ASRTFFIISCSALQQFSMAPFTVTW^ 532 

LMAATSFS*ASRTFFIISCSALQQFSMAPFTVMVLSGL*RVIISCNEEMVIFVSVSCSTFF 
Sbjct: 1381 LMAATSFS*ASRTFFIISCSALQQFSMAPFTVMVLSGL*RVRSCNEEMVIFVSVSCSTFF 1202 

Query 531 RFRPSLPMRRPTKLLWARIFRGTXXXXXXXXXXLCIISKIILQAEEQPSGVECTLMAFSA 352 

RFRPSLPMRRPTKLLWAR+FRGT LCI ISKI ILQAEEQPSGVECTLMAFSA 

Sbjct: 1201 RFRPSLPMRRPTKliLWARVFRGTSSAVLVSLASLCI ISKI ILQAEEQPSGVECTLMAFSA 1022 

Query 351 APAFSFLCTSILDWCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 175 

APAFSFLCTSILDWVCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 
Sbjct: 1021 APAFSFLCTSILDWVCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 845 

Score = 374 bits (810), Expect(4) = 0.0 

Identities = 150/152 (98%), Positives = 150/152 (98%) 

Frame = -2 / -2 

Query 1539 G*XIRVPHWNIFLNQVGKPDLQPGPXVPDSHSFSGLPGRAHSRFLPVWLDSKGQGGAGH 1360 

G* IRVPHWNIFLNQVGKPDLQPGP VPDSHSFSGLPGRAHSRFLPWVLDSKGQGGAGH 
Sbjct: 2215 G*EIRVPHWNIFLNQVGKPDLQPGPGVPDSHSFSGLPGRAHSRFLPVWLDSKGQGGAGH 2036 

Query 1359 FLRAWAWLLCPF*CCCLTWARMSRIFR*AI*LA*KCPMIFTMTWSFSSGVWSLGTTTSAA 1180 

FLRAWAWLLCPF*CCCLTWARMSRIFR*AI*LA*KCPMIFTMTWSFSSGVWSLGTTTSAA 
Sbjct- 2035 FLRAWAWLLCPF*CCCLTWARMSRIFR*AI*LA*KCPMIFTMTWSFSSGVWSLGTTTSAA 1856 



Query: 117 9 VKFCNSFTVFPPLPMTRPAADAGTRMWVSSFT 1084 
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VKFCNS FTVF P PL PMTRP AAD AGTRMWVS S FT 
Sbjct: 1855 VKFCNSFTVFPPLPMTRPAADAGTRMWVSSFT 1760 

Score = 269 bits (582), Expect (6) =0.0 

Identities = 113/134 (84%), Positives = 113/134 (84%) 

Frame = -3 / -3 

Query 701 PHHSHRPPELSSLFPARPC^SRXXXXXXXXXQGCKG*GLATRRW*FLSRYLALPSSGSv^ 522 

PHHSHRPPELSSLFPARPCNNSR QGCKG*GIiATRRW*FLSRYLALPSSGSV 
Sbjct: 1371 PHHSHRPPELSSLFPARPCNNSRWPPSQ*WSSQGCKG*GLATRRW*FLSRYLALPSSGSV 1192 

Query 521 LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYAXXXXXXXXXXXXPQGWSAH*WLFQLHLR 342 

LPCQ*DALQSYYGPGSSGEPRQPFWCP*PLYA PQGWS AH * WLFQLHLR 

Sbjct: 1191 LPCQ *DALQS YYGPGSSGEPRQPFWCP* PL YA*SPRSSYKRRSS PQGWS AH* WLFQLHLR 1012 

Query: 341 SPSYARLSWTGSVL 3 00 

SPSYARLSWTGSVL 
Sbjct: 1011 SPSYARLSWTGSVL 970 

Score = 247 bits (534), Expect(4) = 0.0 

Identities = 101/103 (98%), Positives = 103/103 (100%) 

Frame = -2 / -2 

Query 102 0 NWASGGPVMITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 841 

NWASGGPVMITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 
Sbjct: 1696 NWASGGPVT4ITIRTLESGVSGGAILMEALANRESCLMCCPFLPMMAPTAWAGINTCTISC 1517 

Query: 840 SGAC I KEL * GAAPVTLLGGGGTALDE AGKRPTAARFRPG I R * E 712 

SGACIKEL*GAAPVTLLGGGGTALDEAGKRPTAARFRPG+R*+ 
Sbjct: 1516 SGAC I KEL * GAAPVTLLGGGGTALDEAGKRPTAARFRPGVR * D 1388 

Score = 227 bits (491), Expect (6) =0.0 
Identities = 98/99 (98%), Positives = 98/99 (98%) 
Frame = +3 / +1 

Query 414 SWRLC I KRLRTPKRLTRFP *RSWP I ITL*GVSLARKDGT*RR* SKI PRQKS PS PRCKTLP 593 

S WRLC I KRLRTPKRLTRFP *R WP 1 1 TL * G VSLARKDGT * RR * S KI PRQKS PS PRCKTLP 
Sbjct: 1084 SWRLC I KRLRTPKRLTRFP * RPWP I I TL*GVSLARKDGT*RR* SKI PRQKS PS PRCKTLP 1263 

Query: 594 FTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 710 

FTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 
Sbjct: 1264 FTTLRGPSL * RGPSRI VAGPSRK* * RKFGRPMRMMWLP * 1380 

Score = 223 bits (482), Expect (5) =0.0 
Identities = 88/88 (100%) , Positives - 88/88 (100%) 
Frame = +3 / +1 

Query 114 HRDLRMGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFGSWCPPSMWVPLLARRGPPSA 2 93 
HRDLRMGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFGSWCPPSMWVPLLARRGPPSA 



Sbjct: 784 



HRDLimGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFGSWCPPSMWVPLLARRGPPSA 963 



Query: 2 94 TSQNRPSPR*TCIGRRTQVQLKKPSVCT 377 
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TSQNRPSPR*TCIGRRTQVQLKKPSVCT 
Sbjct: 964 TSQNRPS PR * TC IGRRTQVQLKKPS VCT 1047 

Score = 196 bits (422), Expect (5) =0.0 
Identities = 78/78 (100%), Positives = 78/78 (100%) 
Frame = +1 / +2 

Query- 424 YA*RG*GHQNG*RGSPEDPGP**LCRASHWQGRTEPEEGRARYRDKNHHLLVARPYPLQP 603 

YA* RG*GHQNG * RGS PEDPGP * * LCRASHWQGRTEPEEGRARYRDKNHHLLVARPYPLQP 
Sbjct: 1094 YA*RG*GHQNG*RGSPEDPGP**LCRASHWQGRTEPEEGRARYRDKNHHLLVARPYPLQP 1273 

Query: 604 * EDHHCEGGHRELLQGRA 657 

* EDHHCEGGHRELLQGRA 
Sbjct: 1274 * EDHHCEGGHRELLQGRA 1327 

Score = 141 bits (303), Expect(4) = 0.0 
Identities = 54/56 (96%), Positives = 54/56 (96%) 
Frame = -2 / -1 

Query 1704 KT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCAXISDTPRGXQCWANWVGVWG 1537 

KT*RKFYFSSH*GVTHPLGGAWRASLNNPRLKVPCA ISDTPRG QCWANWVGVWG 
Sbjct: 23 81 KT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCARISDTPRGRQCWANWVGVWG 2214 

Score = 136 bits (291), Expect (5) =0.0 
Identities = 60/71 (84%), Positives = 60/71 (84%) 
Frame = +1 / +2 

Query 1372 SLSLXVQDNNGQKSRVCSPRQA*E*VGIRDTWAGL*IRFAHLIEKDVPVRNPDLSAPNTH 1551 

SLSL VQDNNGQKSRVCS PRQA* E * VG I RDTWAGL * IRFAHLIEKDVPVRNPDLSAP 
Sbjct: 2048 SLSLRVQDNNGQKSRVCSPRQA*E*VGIRDTWAGL*IRFAHLIEKDVPVRNPDLSAPKHL 2227 

Query: 1552 PIGPTLXAPRG 1584 

p P P G 
Sbjct: 2228 PNWPNTVCPSG 22 60 

Score = 133 bits (284), Expect(3) = 0.0 
Identities = 53/55 (96%), Positives = 53/55 (96%) 
Frame = +2 / +1 

Query 1538 PQTPTQLAQHCXPLGVSEIXAQGTFKRGLFKEALQAPPRGWITPQWEEK*NFLQV 1702 

PQTPTQLAQHC PLGVSEI AQGTFKRGLFKEALQAPPRGWITPQWEEK*NFLQV 
Sbjct: 2215 PQTPTQLAQHCLPLGVSEILAQGTFKRGLFKEALQAPPRGWITPQWEEK*NFLQV 2379 

Score = 133 bits (284), Expect (6) =0.0 
Identities = 52/54 (96%), Positives = 52/54 (96%) 
Frame = +3 / +2 

Query 1542 KHPP^PNTVCPSGCQKX*RKALLNVIDCLKKLSRPHQEGGSHLSGKKNKISFRF 1703 

KH PNWPNTVCPSGCQK *RKALLNVDCLKKLSRPHQEGGSHLSGKKNKISFRF 
Sbjct- 2219 KHLPNWPNTVCPSGCQKF*RKALLNVT)CLKKLSRPHQEGGSHLSGKKNKISFRF 2380 



Score = 132 bits (282), Expect (6) =0.0 
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Identities = 50/55 (90%), Positives = 50/55 (90%) 
Frame = +1 / +2 

Query- 19 PQFTPGSHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 183 

P S HHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 
Sbjct: 689 PGADQASHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 853 

Score = 129 bits (276), Expect (3) = 4e-38 
Identities = 52/55 (94%), Positives = 53/55 (96%) 
Frame = +1 / +3 

Ouery* 1540 PNTHPIGPTLXAPRGVRNXSARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGF 1704 

PNT+PIGPTL APRGVRN SARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGF 
Sbjct: 2217 PNTYPIGPTLSAPRGVRNSSARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGF 2381 

Score = 125 bits (268), Expect (6) =0.0 
Identities = 45/45 (100%), Positives = 45/45 (100%) 
Frame = +1 / +2 

Query: 2 50 VCGCHYWQGGGHHPQHHKTDPVQDRRA* EGERRCS* KSHQCALHP 384 

VCGCHYWQGGGHHPQHHKTDPVQDRRA* EGERRCS * KSHQCALHP 
Sbjct: 920 VCGCHYWQGGGHHPQHHKTDPVQDRRA* EGERRCS * KSHQCALHP 1054 

Score = 117 bits (251), Expect (6) =0.0 
Identities = 52/55 (94%), Positives = 52/55 (94%) 
Frame = -3 / -2 

Query* 1703 KPEGNFIFLPTEV*STLLVGPGELL*TIHV*KCLALXFLTPRGAXSVGPIGWVFG 1539 

KPEGNFIFLPTEV*STLLVGPGELL*TIHV*KCLAL FLTPRGA SVGPIG VFG 
Sbjct: 2380 KPEGNFIFLPTEV*STLLVGPGELL*TIHV*KCLALEFLTPRGADSVGPIG*VFG 2216 

Score = 111 bits (238), Expect (5) =0.0 
Identities = 44/46 (95%), Positives = 44/46 (95%) 
Frame = -1 / -3 

Query: 1702 NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALRXNF*HPEGXTV 1565 

NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALR NF*HPEG TV 
Sbjct: 2379 NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALR*NF*HPEGQTV 2242 

Score = 85.4 bits (180), Expect (5) =0.0 
Identities = 31/31 (100%), Positives = 31/31 (100%) 
Frame = -2 / -2 

Query: 12 9 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 37 

FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 
Sbjct: 799 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 707 

Score = 83.1 bits (175), Expect(5) = 0.0 
Identities = 35/36 (97%) , Positives = 35/36 (97%) 
Frame = -1 / -1 



Query: 820 AIGSSPSNAAGRRRDCAG*SWEKTYSSQVQARDQVR 713 
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AIGS S PSNAAGRRRDCAG * S WEKTYS SQVQAR QVR 
Sbjct: 1496 AI G S S P SNAAGRRRD CAG * S WEKTYS S QVQARGQVR 1389 

Score = 81.2 bits (171), Expect(6) = 0.0 
Identities = 35/49 (71%) , Positives = 35/49 (71%) 
Frame = -3 / -3 



Query: 182 QVSPGGADPESQSPLGAHSQVPVLSAHRGCRRXXXXXXXXXXXXXX*WL 36 

QVSPGGADPESQSPLGAHSQVPVLSAHRGCRR *WL 
Sbjct: 852 QVSPGGADPESQSPLGAHSQVPVLSAHRGCRRPSGHGSPTGGHSAS*WL 706 

Score = 56.5 bits (117), Expect(6) = 0.0 
Identities = 21/21 (100%), Positives - 21/21 (100%) 
Frame = -3 / -3 

Query: 809 QPQ*RCWEAAGLRWMKLGKDL 747 

QPQ * RC WEAAGLRWMKLGKDL 
Sbjct: 1485 QPQ * RCWEAAGLRWMKLGKDL 1423 



Score = 42.8 bits (87), Expect(3) = 4e-38 
Identities = 13/37 (35%), Positives = 26/37 (70%) 
Frame = +2 / +3 



Query: 461 EVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITI 571 

++PL++L +VG +IGKEG ++ + + T++KI + 
Sbjct: 888 D I PLRLLVPTQYVGAI IGKEGAT I RN I TKQTQS KIDV 998 

Score = 41.4 bits (84), Expect(2) = 6e-06 
Identities = 13/37 (35%), Positives = 25/37 (67%) 
Frame = +2 / +3 

Query: 218 D I PLRLLVPTQYVGAI IGKEGAT I RNITKQTQS KIDV 328 

++PL+ L +VG +IGKEG ++ + + T++KI + 
Sbjct: 1131 E VPLKTLAHNNFVGRL IGKEGRNLKKVEQDTETKI T I 1241 

Score = 40.9 bits (83), Expect(3) = 4e-38 
Identities = 13/44 (29%) , Positives = 26/44 (59%) 
Frame = +2 / +3 

Query 863 I PAQAVGAI IGKKGQHI KQLSRFAS AS I KI APPETPDSKVRMVI 994 

+PA A G +IGK G+ + +L +A + + +TPD ++++ 
Sbjct: 1785 VPASAAGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIV 1916 

Score = 40.9 bits (83), Expect(2) = 6e-06 
Identities = 13/44 (29%) , Positives = 26/44 (59%) 
Frame = +2 / +3 

Query: 1109 VPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIV 1240 

+PA A G +IGK G+ + +L +A + + +TPD ++++ 
Sbjct- 1539 I PAQAVGAI I GKKGQH I KQLSRFAS AS I KI APPETPDSKVRMVI 1670 



Score = 38.6 bits (78), Expect = 6.8 
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'"identities = 15/54 (27%) , Positives = 30/54 (55%) 
Frame = +2 / +3 



Query: 851 VQVFI PAQAVGAI IGKKGQHIKQLSRFASAS IKIAPPETPDSKVRMVI ITGPPE 1012 

+++ +p Q VGAIIGK+G 1+ +++ +1+ E ++++ PE 
Sbjct: 897 LRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPE 1058 



Score =38.6 bits (78), Expect =6.8 

Identities = 15/54 (27%) , Positives = 30/54 (55%) 

Frame = +2 / +3 



Query: 227 LRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPE 3 88 

+++ +p Q VGAIIGK+G 1+ +++ +1+ E ++++ PE 
Sbjct: 1527 VQVFI PAQAVGAI IGKKGQHIKQLSRFASASIKIAPPETPDSKVRMVI ITGPPE 1688 

Score = 35.4 bits (71), Expect (6) =0.0 

Identities = 11/11 (100%), Positives = 11/11 (100%) 

Frame = -3 / -3 

Query: 260 HPHTGWAPGAE 22 8 

HPHTGWAPGAE 
Sbjct: 930 HPHTGWAPGAE 898 

Score = 30.4 bits (60), Expect (5) =0.0 
Identities = 12/13 (92%), Positives = 13/13 (100%) 
Frame = +3 / +1 

Query: 3 0 PGEPS*S*MATSW 68 

PG+PS*S*MATSW 
Sbjct: 700 PGKPS*S*MATSW 738 

Score = 26.7 bits (52), Expect (6) =0.0 

Identities = 11/11 (100%), Positives = 11/11 (100%) 

Frame = +3 / +1 

Query: 747 *VFSQLHPAQS 779 

*VFSQLHPAQS 
Sbjct: 1423 *VFSQLHPAQS 1455 

> qi I 24580458 I qb I AC105030.il | 13 Homo sapiens chromosome 17, clone CTD-2244F11, comp 
Length = 107848 

Score = 363 bits (786), Expect (10) =0.0 

Identities = 142/146 (97%), Positives - 142/146 (97%) 

Frame = -2 / +2 

Query 1707 FKT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCAXISDTPRGXQCWANWVGVWG*XI 1528 

FKT*RKFYFSSH*GVIHPLGGAWRASLNNPRLKVPCA ISDTPRG QCWANWVGVWG* I 
Sbjct: 72236 FKT* RKFYFS SH* GVIHPLGGAWRASLNNPRLKVPCARI SDTPRGRQCWANWVGVWG* E I 72415 

Query 1527 RVPHWNIFLNQVGKPDLQPGPXVPDSHSFSGLPGRAHSRFLPVWLDSKGQGGAGHFLRA 1348 

RVPHWNIFLNQVGKPDLQPGP VPDSHSFSGLPGRAHSRFLPVWLDSKGQGGAGHFLRA 
Sbjct- 72416 RVPHWNIFLNQVGKPDLQPGPGVPDSHSFSGLPGRAHSRFLPVVVLDSKGQGGAGHFLRA 72595 
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Query: 1347 WAWLLCPF*CCCLTWARMSRIFR*AI 1270 

WAWLLCPF*CCCLTWARMSRIFR*AI 
Sbjct: 72596 WAWLLCPF*CCCLTWARMSRIFR*AI 72673 

Score = 326 bits (706), Expect (10) =0.0 

Identities = 133/146 (91%), Positives = 133/146 (91%) 

Frame = +3 / -3 

Query 1269 RWLNGRS ETS WPRLS SSI RRDRVTRPRHGGSDQPLP VPXS PGQQRAE I ES VLS PAGLRMS 1448 

RWLNGRSETS WPRLS S S I RRDRVTRPRHGGSDQPLP VP S PGQQRAE I E SVLS PAGLRMS 
Sbjct: 72674 RWLNGRSETSWPRLSSSIRRDRVTRPRHGGSDQPLPVPSS PGQQRAE IESVLS PAGLRMS 72495 

Query* 1449 GNPGHXGRAVT3QVCPLD*ERCXXXXXXXXXXKHPPNWPNTVCPSGCQKX*RKALLNV^ 1628 

GNPGH GRAVDQVCPLD*ERC KHPPNWPNTVCPSGCQK * RKALLNVDCL 

Sbjct: 72494 GNPGHLGRAVDQVCPLD * ERCS SEEP * SLS PKHPPNWPNTVCPSGCQKF * RKALLNVDCL 72315 

Query: 1629 KKLSRPHQEGGSHLSGKKNKI S FRF * 1706 

KKLSRPHQEGGSHLSGKKNKI S FRF * 
Sbjct: 72314 KKLSRPHQEGGSHLSGKKNKI S FRF* 72237 

Score = 318 bits (688), Expect(12) = 0.0 

Identities = 135/147 (91%), Positives = 135/147 (91%) 

Frame = +2 / -2 

Query 1268 QMAQRKIRDILAQVKQQHQKGQSNQAQARRKXXXXXXXXESRTTTGRNRECALPGRPENE 1447 

QMAQRKIRDILAQVKQQHQKGQSNQAQARRK ESRTTTGRNRECALPGRPENE 
Sbjct: 72675 QMAQRKIRDILAQVKQQHQKGQSNQAQARRK*PAPPCPFESRTTTGRNRECALPGRPENE 72496 

Query 144 8 WESGTXGPGCRSGLPT*LRKMFQ*GTLIXQPQTPTQLAQHCXPLGVSEIXAQGTFKRGLF 1627 

WESGT GPGCRSGLPT*LRKMFQ*GTLI QPQTPTQLAQHC PLGVSEI AQGTFKRGLF 
Sbjct: 72495 WESGTPGPGCRSGLPT*LRKMFQ*GTLISQPQTPTQLAQHCLPLGVSEILAQGTFKRGLF 72316 

Query: 162 8 KEALQAPPRGW I TPQWEEK* NFLQVLK 1708 

KEALQAPPRGWITPQWEEK*NFLQVLK 
Sbjct: 72315 KEALQAPPRGW ITPQWEEK*NFLQVLK 72235 

Score = 303 bits (655), Expect (11) =0.0 

Identities = 130/146 (89%), Positives = 130/146 (89%) 

Frame = -3 / +3 

Query 1706 LKPEGNFIFLPTEV*STLLVGPGELL*TIHV*KCLALXFLTPRGAXSVGPIGWVFGAXRS 1527 

LKPEGNFIFLPTEV*STLLVGPGELL*TIHV*KCLAL FLTPRGA SVGPIGWVFGA RS 
Sbjct: 72237 LKPEGNFIFLPTEV*STLLVGPGELL*TIHV*KCLALEFLTPRGADSVGPIGWVFGAERS 72416 

Query 1526 GFLTGTSFSIKWANLIYSPAXVSRIPTHSQACRGEHTLDFCPLLSWTXRDREGLVTXXXX 1347 

GFLTGTSFSIKWANLIYSPA VSRIPTHSQACRGEHTLDFCPLLSWT RDREGLVT 
Sbjct- 72417 GFLTGTSFSIKWANLIYSPAQVSRIPTHSQACRGEHTLDFCPLLSWTRRDREGLVTSSVP 72596 



Query: 1346 XXXXXXXSDAAA*PGPGCLGSSVEPS 1269 

SDAAA* PGPGCLGSSVEPS 
Sbjct: 72597 GPGYSVPSDAAA* PGPGCLGSSVEPS 72674 
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Score = 258 bits (557), Expect (9) =0.0 

Identities = 109/112 (97%), Positives = 109/112 (97%) 

Frame = +1 / -1 

Ouerv- 1372 SLSLXVQDNNGQKSRVCSPRQA*E* VGIRDTWAGL* I RFAHL I EKDVPVRNPDLSAPNTH 1551 

SLSL V QDNNGQKSRVCSPRQA*E*VGIRDTWAGL* IRFAHLIEKDVPVRNPDLSAPNTH 
Sbjct: 72571 SLSLRVQDNNGQKSRVCSPRQA*E* VGIRDTWAGL * IRFAHLIEKDVPVRNPDLSAPNTH 72392 

Query* 1552 PIGPTLXAPRGVRNXSARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGFK 1707 

PIGPTL APRGVRN S ARHF * TW I V * RS S PGPTKRVDHTS VGRKI KFPSGFK 
Sbjct: 72391 PIGPTLSAPRGVRNSSARHF*TWIV*RSSPGPTKRVDHTSVGRKIKFPSGFK 72236 

Score = 232 bits (502), Expect (10) =0.0 
Identities = 95/95 (100%) , Positives = 95/95 (100%) 
Frame = -1 / +3 

Query- 319 LGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLGWGPRCHR*ALAGLTPRAKAP 140 

LGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLGWGPRCHR*ALAGLTPRAKAP 
Sbjct: 83574 LGLGLFCDVADGGPLLANNGTHILGGHQEPKGDVHLLLLGWGPRCHR*ALAGLTPRAKAP 83753 

Query: 13 9 SAP I LRSLC YLL I GDVGDLQGMVLQLVAI QLHDGS 35 

SAP I LRS LCYLL I GDVGDLQGMVLQLVAI QLHDGS 
Sbjct: 83754 SAP I LRS LCYLL I GDVGDLQGMVLQLVAI QLHDGS 83858 

Score = 223 bits (481), Expect (10) =0.0 
Identities = 94/94 (100%) , Positives = 94/94 (100%) 
Frame = +2 / -3 

Ouerv- 3 8 AIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQQV 217 

AIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQQV 
Sbict- 83855 AIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQQV 83676 



Query 218 DIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSK 319 

DIPLRLLVPTQYVGAI IGKEGATIRNITKQTQSK 
Sbjct: 83675 DIPLRLLVPTQYVGAI IGKEGATIRNITKQTQSK 83574 

Score = 177 bits (380), Expect(9) = 0.0 
Identities = 68/68 (100%), Positives = 68/68 (100%) 
Frame = +3 / -1 

Query: 114 HRDLRMGAEGALALGVSPARAHLWQRGPQPSSSKWTSPFG 2 93 



HRDLRMGAEGALALGVSPAR 

Sbjct: 83779 



HRDLRMGAEGALALGVS PARAHLWQRGPQPS S S KWTS PFGSWCPPSMWVPLLARRGPPS A 83600 



Query: 2 94 TSQNRPSP 317 

TSQNRPSP 
Sbjct: 83599 TSQNRPSP 83576 



Score = 156 bits (336), Expect (11) - e-177 
Identities = 66/82 (80%) , Positives = 66/82 (80%) 
Frame = -1 / +1 
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Ouerv- 1513 EHLSQSSGQT*STARPXCPGFPLILRPAGESTLSISARCCPGLXGTGRGWSLPPCXXXXX 1334 

EHLSQSSGQT* STARP CPGFPLILRPAGESTLSISARCCPGL GTGRGWSLPPC 
Sbjct: 72430 EHLSQSSGQT* STARPRCPGFPLILRPAGESTLSISARCCPGLEGTGRGWSLPPCLGLVT 72609 

Query: 1333 XXXXXXXXXLGQDVSDLPLSHL 1268 

LGQDVSDLPLSHL 
Sbjct: 72610 LSLLMLLLNLGQDVSDLPLSHL 72675 

Score = 133 bits (286), Expect (12) =0.0 
Identities = 50/51 (98%), Positives = 50/51 (98%) 
Frame = +1 / -2 

Query. 31 PGSHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 183 

P SHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 
Sbjct: 83862 PQSHHEAEWPPVGEPCPEGLLHPR*ADSTGT*EWAPRGLWLSGSAPPGLTC 83710 

Score = 128 bits (274), Expect (10) =0.0 
Identities = 46/46 (100%) , Positives = 46/46 (100%) 
Frame = +1 / -1 

Query* 1024 GSGKNLWQTQGGELLWSQGGSEAGDPHTCASISSWPGHWQRWKNGE 1161 

GS GKNLiWQTQGGELLW S QGG S E AGDPHTC AS I S S W PGHWQRWKNGE 
Sbjct: 76135 GSGKNLWQTQGGELLWSQGGSEAGDPHTCASISSWPGHWQRWKNGE 75998 

Score = 124 bits (266), Expect (11) =0.0 
Identities = 48/48 (100%), Positives = 48/48 (100%) 
Frame = -2 / +1 

Query: 318 LDWVCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 175 

LDWVCFVMLRMVAPSLPIMAPTYWVGTRSRRGMSTCCCLAGAPAATGE 
Sbjct: 83575 LD WVC F VMLRMVAP S L P I MAPT YWVGTRS RRGMS TC CCLAGAP AATGE 83718 

Score = 122 bits (260), Expect(lO) = 0.0 
Identities = 46/46 (100%) , Positives = 46/46 (100%) 
Frame = -3 / +3 

Query: 1160 S PFFHLCQ* PGQLLMLAHVCGS PASLPPWDQRS S PP * VCHRFFPEP 1023 

SPFFHLCQ*PGQLLMLAHVCGSPASLPPWDQRSSPP*VCHRFFPEP 
Sbjct: 75999 S PFFHLCQ* PGQLLMLAHVCGS PASLPPWDQRS S PP * VCHRFFPEP 76136 

Score = 116 bits (249), Expect (10) =0.0 
Identities = 46/47 (97%), Positives = 46/47 (97%) 
Frame = -1 / +2 

Query 4 54 RFGVXSLFMHNLQDHLTSGGAALRGGVHTDGFFSCTCVLLPMHVYLG 314 

RFGVL S L FMHNLQDHLT S GGAALRGG VHTDG F F S CTC VLL PMHVY G 
Sbjct: 81932 RFGVLSLFMHNLQDHLTSGGAALRGGVHTDGFFSCTCVLLPMHVYPG 82072 

Score = 115 bits (246), Expect (11) =0.0 
Identities = 47/49 (95%), Positives = 47/49 (95%) 
Frame = -1 / +1 
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Ouerv 1159 HRFSTFANDPASC*CWHTYVGLQLHFLLGTKEVIjLLEFAIDSSLSLELG 1013 

HRFSTFANDPASC*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSLSL G 
Sbjct: 76000 HRFSTFANDPASC*CWHTYVGLQLHFLLGTKEVLLLEFAIDSSLSLRRG 76146 

Score = 115 bits (245), Expect (11) = e-177 
Identities = 46/48 (95%), Positives = 46/48 (95%) 
Frame = -1 / +1 

Ouerv 1708 F*NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALRXNF*HPEGXTV 1565 

' F *NLKE HjFFFPLRCDPPSWWGLES FFKQSTFKSALR NF*HPEG TV 

Sbjct: 72235 F*NLKEILFFFPLRCDPPSWWGLESFFKQSTFKSALR*NF*HPEGQTV 72378 

Score = 113 bits (242), Expect (10) =0.0 
Identities = 46/47 (97%) , Positives = 46/47 (97%) 
Frame = -1 / +3 



Query: 712 AHGSHIILIGLPNFLHYFLLGPATILDGPLHSDGPLRWKGKVLQRG 572 

AHGSHI T "*"" ™™ " orirlDT o^'^fVT'O i 

Sbjct: 79647 AHGSHI 



AHGSHI ILIGLPNFLHYFLLGPATILDGPLHSDGPLRVVKGKVLQ G 

ILIGLPNFLHYFLLGPATILDGPLHSDGPLRWKGKVLQPG 79787 



Score = 110 bits (234), Expect(lO) = 0.0 
Identities = 45/46 (97%) , Positives = 46/46 (100%) 
Frame = +2 / -1 

Ouerv 317 KIDVHRKENAGAAEKAISVHSTPEGCSSACKMILEIMHKEAKDTKT 4 54 

' +IDVHRKENAGAAEKAISVHSTPEGCSSACKMILEIMHKEAKDTKT 
Sbjct: 82069 RIDVHRKENAGAAEKAISVHSTPEGCSSACKMILEIMHKEAKDTKT 81932 

Score = 109 bits (232), Expect (12) =0.0 
Identities = 45/47 (95%) , Positives = 47/47 (100%) 
Frame = +2 / -2 

Ouerv 1022 KAQGRIYGKLKEENFFGPKEEVKLETHIRVPASAAGRVIGKGGKTVN 1162 

' +AQGRIYGKLKEENFFGPKEEVKLETHIRVPASAAGRVIGKGGKTV+ 
Sbjct: 76137 QAQGRIYGKLKEENFFGPKEEVKLETHIRVPASAAGRVIGKGGKTVS 75997 

Score = 108 bits (230), Expect (9) =0.0 
Identities = 47/49 (95%) , Positives = 47/49 (95%) 
Frame = +3 / -3 

Ouerv 1014 PNSRLREESMANSRRRTSLVPRRK*SWRPTYVCQHQQLAGSLAKVEKR* 1160 
P RLREE SMANS RRRT S L VPRRK* S WRPT YVCQHQQLAGS LAKVE KR * 

Sbjct: 76145 



PLLRLREESMANSRRRTSLVPRRK* SWRPTYVCQHQQLAGSLAKVEKR* 75999 



Score = 108 bits (230), Expect (10) =0.0 
Identities = 45/45 (100%) , Positives = 45/45 (100%) 
Frame = +2 / -3 

Ouerv 578 LQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS 712 

LQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS 
Sbjct- 79781 LQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS 79647 
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Score = 107 bits (228), Expect (10) - 0.0 
Identities = 40/43 (93%), Positives - 42/43 (97%) 
Frame = -2 / +2 



Query 948 LMEALANRESCLMCCPFLPMMAPTAWAGINTCTISCSGACIKE 820 

LMEALANRESCLMCCPFLPMMAPTAWAGINTCTISCSGAC ++ 
Sbjct: 77939 LMEALANRESCLMCCPFLPMMAPTAWAGINTCTISCSGACCQD 78067 

Score = 106 bits (227), Expect (10) =0.0 
Identities = 42/42 (100%), Positives = 42/42 (100%) 
Frame = +1 / -2 

Query: 454 G*RGSPEDPGP**LCRASHWQGRTEPEEGRARYRDKNHHLLV 579 

G * RGS PEDPGP * * LCRAS HWQGRTE PEEGRAR YRDKNHHLLV 
Sbjct: 80646 G * RGS PED PGP ** LCRAS HWQGRTE PEEGRARYRDKNHHLLV 80521 

Score = 106 bits (227), Expect (12) =0.0 
Identities = 45/46 (97%), Positives = 45/46 (97%) 
Frame = +3 / -1 

Query: 573 PRCKTLPFTTLRGPSL*RGPSRIVAGPSRK**RKFGRPMRMMWLP* 710 

P CKTLPFTTLRGPSL * RGPSRI VAGPSRK* * RKFGRPMRMMWLP * 
Sbjct: 79786 PGCKTLPFTTLRGPSL *RGPSR I VAGP SRK* * RKFGRPMRMMWLP* 79649 

Score = 105 bits (224), Expect (10) =0.0 
Identities = 41/43 (95%), Positives = 42/43 (97%) 
Frame = +1 / -1 

Query: 820 LLYAGSRAGDGAGVYPRPGSGRHHRQEGAAHQTALPVCQRLHQ 94 8 

+L AGSRAGDGAGVYPRPGSGRHHRQEGAAHQTALPVCQRLHQ 
Sbjct: 78067 ILAAGSRAGDGAGVYPRPGSGRHHRQEGAAHQTALPVCQRLHQ 77939 

Score = 103 bits (219), Expect (10) =0.0 
Identities = 42/42 (100%), Positives = 42/42 (100%) 
Frame = -3 / +2 

Query: 578 TRRW*FLSRYLALPSSGSVLPCQ*DALQSYYGPGSSGEPRQP 453 

TRRW*FLSRYLALPSSGSVLPCQ*DALQSYYGPGSSGEPRQP 
Sbjct: 80522 TRRW*FLSRYLALPSSGSVLPCQ*DALQSYYGPGSSGEPRQP 80647 

Score = 103 bits (219), Expect (10) =0.0 
Identities = 38/38 (100%), Positives = 38/38 (100%) 
Frame = +1 / -2 

Query: 715 SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLY 828 

SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLY 
Sbjct: 78588 SPDPWPEPGCCRSFPSFIQRSPAASQQRYWGCSL*LLY 78475 

Score = 100 bits (213), Expect (11) =0.0 
Identities = 41/41 (100%) , Positives = 41/41 (100%) 
Frame = -1 / +3 
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Query: 577 RGDGDFCLGILLYLLQVPSFLANETPYKVIMGQDLQGNLVS 455 

RGDGDFCLGILLYLLQVPSFLANETPYKVIMGQDLQGNLVS 
Sbjct: 80523 RGDGDFCLGILLYLLQVPSFLANETPYKVIMGQDLQGNLVS 80645 

Score = 100 bits (212), Expect (11) =0.0 
Identities = 45/45 (100%), Positives = 45/45 (100%) 
Frame = -2 / +1 

Query: 711 LMAATS FS*ASRTFF I ISCSALQQFSMAPFTVMVLSGL*RVRSCN 577 

LMAATS FS * ASRTFFI I SCS ALQQFSMAPFTVMVLSGL * RVRSCN 
Sbjct: 79648 LMAATS FS * ASRTFFI I SCSALQQFSMAPFTVMVLSGL* RVRSCN 79782 

Score =96.8 bits (205), Expect (10) =0.0 
Identities = 38/39 (97%), Positives = 39/39 (100%) 
Frame = -1 / +3 

Query: 12 73 HLTG I EMS DD FHDDL WL I RGL VS W Y YHL S CRQ I LQL VH 1157 

+LTGI EM SDDFHDDL WL I RGLVS W Y YHLSCRQ I LQL VH 
Sbjct: 75648 YLTG I EMS DDFHDDLWL I RGLVS WY YHL S CRQ I LQLVH 75764 

Score = 96.4 bits (204), Expect(12) = 0.0 
Identities = 41/41 (100%) , Positives = 41/41 (100%) 
Frame = +2 / -3 

Query: 455 ADE VPLKI LAHNNFVGRL I GKEGRNLKKVEQDTETKI T I S S 577 

ADEVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITISS 
Sbjct: 80645 ADEVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITISS 80523 

Score = 95.5 bits (202), Expect(12) = 0.0 
Identities =41/44 (93%), Positives = 43/44 (97%) 
Frame = +2 / -2 

Query: 821 SFMQAPEQEMVQVFIPAQAVGAI IGKKGQHIKQLSRFASAS IKI 952 

S+ QAPEQEMVQVF I PAQAVGAI IGKKGQHI KQLSRFASAS IK+ 
Sbjct: 78066 SWQQAPEQEMVQVF I PAQAVGAI I GKKGQH I KQLSRFASAS I KV 77935 

Score = 95.0 bits (201), Expect = 7e-17 
Identities = 40/49 (81%), Positives = 41/49 (83%) 
Frame = -3 / +2 

Query 1301 PGCLGSSV^PSDWHRNVR* FSR* PGRSHQGSGLLVLPPQLPSNSATRSP 1155 

p G + DWHRNVR* FSR* PGRSHQGSGLLVLPPQLPSNSATRSP 
Sbjct: 75620 PSLNGGAPYVPDWHRNVR* FSR* PGRSHQGSGLLVLPPQLPSNSATRSP 75766 

Score =94.1 bits (199), Expect (11) = e-177 
Identities = 38/38 (100%), Positives = 38/38 (100%) 
Frame = -2 / +1 

Query: 576 EEMVIFVSVSCSTFFRFRPSLPMRRPTKLLWARIFRGT 463 

EEMVI FVS VS CSTFFRFRPSLPMRRPTKLLWARI FRGT 
Sbjct: 80524 EEMVI FVSVSCSTFFRFRPSLPMRRPTKLLWARI FRGT 80637 



RID= 1 06 1 9 1 1 3 88- 1 7096- 1 5 8 1 45 3 .BLA STQ3 , 



http:/Avww.ncbi.nbnnih.gov/blast/Blas 



Score = 93.6 bits (198) , Expect (10) =0.0 
Identities = 38/38 (100%), Positives = 38/38 (100%) 
Frame = +1 / -2 

Query: 1156 GERVAEFDGS *GGSTKRPDP* * ERPGHRENHRTFLCQS 1269 

GERVAEFDGS *GGSTKRPDP * * ERPGHRENHRTFLCQS 
Sbjct: 75765 GERVAEFDGS *GGSTKRPDP ** ERPGHRENHRTFLCQS 75652 

Score = 93.2 bits (197), Expect (11) =0.0 
Identities = 38/38 (100%) , Positives = 38/38 (100%) 
Frame = -2 / +1 

Query: 1269 *LA*KCPMIFTMTWSFSSGVWSLGTTTSAAVKFCNSFT 1156 

* LA* KCPMI FTMTWS FS SGVWS LGTTTSAAVKFCNS FT 
Sbjct: 75652 * LA* KCPMI FTMTWS FS SGVWS LGTTTSAAVKFCNS FT 75765 

Score =92.7 bits (196), Expect (9) =0.0 
Identities = 41/41 (100%), Positives = 41/41 (100%) 
Frame = +3 / -1 

Query: 456 LTRFP*RSWPIITL*GVSLARKDGT*RR*SKIPRQKSPSPR 578 

LTRFP*RSWPIITL*GVSLARKDGT*RR*SKIPRQKSPSPR 
Sbjct: 80644 LTRFP * RS WP I ITL * GVS LARKDGT * RR * S KI PRQKS PS PR 80522 

Score =92.2 bits (195), Expect (12) =0.0 
Identities = 39/43 (90%), Positives = 40/43 (93%) 
Frame = +2 / -3 

Query: 1145 GGKTVNELQNLTAAEVWPRDQTPDENDQVIVKIIGHFYASQM 1273 

G VNELQNLTAAEVWPRDQTPDENDQVI VKI IGHFYASQ+ 
Sbjct: 75776 GHPQVNELQNLTAAEVWPRDQTPDENDQVIVKIIGHFYASQV 75648 

Score =90.0 bits (190), Expect (11) =0.0 
Identities = 38/38 (100%), Positives = 38/38 (100%) 
Frame = -2 / +3 

Query: 42 9 CI I SKI ILQAEEQPSGVECTLMAFSAAPAFSFLCTS IL 316 

CI ISKI ILQAEEQPSGVECTLMAFSAAPAFSFLCTS IL 
Sbjct: 81957 CI ISKI ILQAEEQPSGVECTLMAFSAAPAFSFLCTS IL 82070 

Score = 89.5 bits (189), Expect (9) =0.0 
Identities = 39/41 (95%), Positives = 41/41 (100%) 
Frame = +3 / -1 

Query: 1155 R * TS CR I * RQLRW * YQETRPLMRTTRS S * KS SDI SMPVRWL 1277 

R*TSCRI*RQLRW*YQETRPLMRTTRSS*KSSDISMPVR++ 
Sbjct: 75766 R*TSCR I * RQLRW* YQETRPLMRTTRS S * KS SD I SMPVR Y I 75644 

Score =88.1 bits (186), Expect (10) =0.0 
Identities = 38/39 (97%), Positives = 39/39 (100%) 
Frame = -2 / +1 



RID=1 06 1911388-1 7096- 1581 453.BLASTQ3, 



http://www.ncbi.nlnxnih.gov/blast/Blas 



Query: 828 IKEL*GAAPVTLLGGGGTALDEAGKRPTAARFRPGIR*E 712 

I KEL * GAAPVTLLGGGGTALDEAGKRPTAARFRPG IR * + 
Sbjct: 78475 I KEL* GAAPVTLLGGGGTALDEAGKRPTAARFRPG I R*D 78591 

Score - 86.3 bits (182), Expect (11) =0.0 
Identities = 36/36 (100%), Positives = 36/36 (100%) 
Frame = -1 / +3 

Query: 820 AIGSSPSNAAGRRRDCAG*SWEKTYSSQVQARDQVR 713 

AIGSSPSNAAGRRRDCAG*SWEKTYSSQVQARDQVR 
Sbjct: 78483 AIGSSPSNAAGRRRDCAG*SWEKTYSSQVQARDQVR 78590 

Score =85.8 bits (181), Expect (11) = e-177 
Identities = 35/49 (71%) , Positives = 35/49 (71%) 
Frame = -3 / +1 

Query: 4 61 RQPFWCP*PLYAXXXXXXXXXXXXPQGWSAH*WLFQLHLRSPSYARLSW 315 

R FWCP*PLYA PQGWSAH*WLFQLHLRSPSYARLSW 
Sbjct: 81925 RLTFWCP*PLYA*SPRSSYKRRSSPQGWSAH*WLFQLHLRSPSYARLSW 82071 

Score =85.4 bits (180), Expect (11) =0.0 
Identities = 31/31 (100%), Positives = 31/31 (100%) 
Frame = -2 / +1 

Query: 129 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 37 

FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 
Sbjct: 83764 FSGPCAICSSGM*ETFRAWFSNWWPFSFMMA 83856 

Score = 82.2 bits (173), Expect (11) = e-177 
Identities = 36/51 (70%) , Positives = 36/51 (70%) 
Frame = -3 / +2 

Query: 182 QVSPGGADPESQSPLGAHSQVPVLSAHRGCRRXXXXXXXXXXXXXX*WLPG 3 0 

QVS PGGADPE SQS PLGAHS QVPVLS AHRGCRR *WL G 

Sbjct: 83711 QVSPGGADPESQSPLGAHSQVPVLSAHRGCRRPSGHGSPTGGHSAS*WLWG 83863 

Score = 79.0 bits (166), Expect (11) = e-177 
Identities = 33/42 (78%), Positives = 33/42 (78%) 
Frame = -3 / +2 

Query: 701 PHHSHRPPELSSLFPARPCNNSRXXXXXXXXXQGCKG*GLAT 576 

PHHSHRPPELSSLFPARPCNNSR QGCKG*GLAT 
Sbjct: 79658 PHHSHRPPELSSLFPARPCNNSRWPPSQ*WSSQGCKG*GLAT 79783 

Score = 77.6 bits (163), Expect (11) =0.0 
Identities =30/30 (100%), Positives = 30/30 (100%) 
Frame = -3 / +3 



Query: 947 * WRRWQTGRAV* GAAPS CR * WRPLPGRG * T 858 

*WRRWQTGRAV*CAAPSCR*WRPLPGRG*T 
Sbjct: 77940 * WRRWQTGRAV *CAAPSCR*WRPLPGRG*T 78029 



NCBI Blast 



http://www.ncbi.nlmnih.gov/blast/Blas 



% NCBI 




formatting 



BLAST 



Nucleotide 



Protein 



Translations 



Retrieve results for an RID 



Your request has been successfully submitted and put into the Blast Queue. 
Query = (1708 letters) 



seQi £ 



The request ID is 



1061911388-17096-1581453 . BLASTQ3 



The results are estimated to be ready in 0 seconds but may be done sooner. 

Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via the 
form below and press "FORMAT!" again. You may also request results of a different search by entering any other valid 
request ID to see other recent jobs. 



Format 



Show Fl Graphical Overview (71 Linkout □ Sequence Retrieval g] NCBI-gil Alignment | ▼ | in fHTmT 
Number of: Descriptions 1 00 Alignments 50 |" 



Alignment view 

Limit results by 
entrez query 



Pairwise 



i 



or select from:! (none) 



Blast Result 

K *■ 

I 



http:/Avww.ncbi.nlm.nih.gov/blast/bl2seq/wblast2x 



3 NCBl 

PubMed 



Blast 2 Sequences results 



Entrez 



BLAST 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 

MatckfT] Mismatch:!"^ gap open:[A] gap extensio n: |T] ^££#^_5^ /jftOT^ 

x_dropoff: Q3 expect:Qo~§ wordsize: Q3 Filter E I Align | $i t/,9 /tO/ L y 

Sequence 1 lcl|seq_l Length 1708 (1 .. 1708) 
Sequence 2 lcl|seq_2 Length 2130 (1 .. 2130) 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE :If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 3163 bits (1645), Expect =0.0 
Identities = 1667/1678 (99%) , Gaps = 6/1678 (0%) 
Strand = Plus / Plus 



Query : 


37 


Sbjct : 


411 


Query: 


97 


Sbjct : 


471 


Query: 


157 


Sbjct : 


531 


Query: 


217 


Sbjct: 


591 


Query: 


277 



aqccatcatgaagctgaatggccaccagttggagaaccatgccctgaaggtctcctacat 96 

IIMIMIMMMMMIIMMMIMIMMMMIIIIMIIIIMMMIIIMI mf 



ccccgatgagcagatagcacagggacctgagaatgggcgccgagggggctttggctctcg 156 

lllllllllllll II Mllll I MINI MINN 

ccccgatgagcagatagcacagggacctgagaatgggcgccgagggggctttggctctcg 53 0 



Mill III IMII Mill Mill Mill Mill Mill II III 111:1111 



qqacatcccccttcggctcctggtgcccacccagtatgtgggtgccattattggcaagga 276 

Mill Mill Mill Ml Mllll II MINIMI 

ggacatcccccttcggctcctggtgcccacccagtatgtgggtgccattattggcaagga 650 
qqqqqccaccatccgcaacat cacaaaacagacccagtccaagat agacgtgcat aggaa 336 

lllllllllllllllllllllllllll Ml II I II II III I III 



Blast Result 



http://www.ncbi.nlmnih.gOv/blast/bl2seq/wblast2.c 



Sbjct: 651 gggggccaccatccgcaacatcacaaaacagacccagtccaagatagacgtgcataggaa 710 



Ouerv 337 qqagaacgcaggtgcagctgaaaaagccatcagtgtgcactccacccctgagggctgctc 3 96 

Query. ff |?| | |f , |ff |f | |f | |f | | | | |f| | | ||||||| MM I 

Sb j ct : 711 ggagaacgcaggtgcagctgaaaaagccatcagtgtgcactccacccctgagggctgctc 



770 



Ouerv* 397 ctccgcttgtaagatgatcttggagattatgcataaagaggctaaggacaccaaaacggc 456 

lllllllllllllllllllllllllllll II MINIUM Mn 

Sbjct: 771 ctccgcttgtaagatgatcttggagattatgcataaagaggctaaggacaccaaaacggc 830 
Query: 457 tgacgaggttcccctgaagatcctggcccataataactttgtagggcgtctcattggcaa 516 

III 1 1 II I I MINI MM Mill M NNI ftqo 

Sbjct: 831 tgacgaggttcccctgaagatcctggcccataataactttgtagggcgtctcattggcaa 890 



Ouerv: 517 qqaaqgacggaacctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctc 

Query. f f I I TT I M T T I Ml I TT I III MM Illllllllll I 

Sbjct : 891 ggaaggacggaacctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctc 



576 



950 



Query: 577 gttgcaagaccttaccctttacaaccctgagaggaccatcactgtgaagggggccatcga 636 

llllilllllllllllllll IN I I M I I M Illllllllllll 

Sbjct: 951 gttgcaagaccttaccctttacaaccctgagaggaccatcactgtgaagggggccatcga 1010 



Ouerv* 637 qaattqttgcagggccgagcaggaaataatgaagaaagttcgggaggcctatgagaatga 

iiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiii 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 1011 gaattgttgcagggccgagcaggaaataatgaagaaagttcgggaggcctatgagaatga 



696 



1070 



Query : 
Sbjct: 



697 




tqtqqctgccatgagcA -Jtctcacctgatccctggcctgaacctggctgctgtagg 750 

II I III II I MM I ll ( — ^111 I I MMMMMIMI ^ 

1071 tgtggctgccatgagcctgcagtctcacctgatccctggcctgaacctggctgctgtagg 113 0 



Query: 751 tcttttcccagcttcatccagcgcagtcccgccgcctcccagcagcgttactggggctgc 

IMIIIIMMIMIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 1131 tcttttcccagcttcatccagcgcagtcccgccgcctcccagcagcgttactggggctgc 



810 



1190 



Query : 811 tccctatagctcctttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgc 

IIIIIIIMIIIIIIIIMIMIIIIIIMIIIMIIMIIIIIIIIMMIIIIMIII 

Sbjct : 1191 tccctatagctcctttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgc 



870 



1250 



Ouerv: 871 ccaggcagtgggcgccatcatcggcaagaaggggcagcacatcaaacagctctcccggtt 

Ml Illllllllll II II Mill I MMMMMIMI 

Sbjct : 1251 ccaggcagtgggcgccatcatcggcaagaaggggcagcacatcaaacagctctcccggtt 



930 



1310 



Ouerv: 931 tqccaqcgcctccatcaagattgcaccacccgaaacacctgactccaaagttcgtatggt 990 

^ IIIIIIIIIMM II 1 1 1 1 1 1 1 I Illllllllll 

Sbjct : 1311 tgccagcgcctccatcaagattgcaccacccgaaacacctgactccaaagttcgtatggt 



1370 



Ouerv: 991 tatcatcactggaccgccagaggcccaattcaaggctcagggaagaatctatggcaaact 

Mill Mill Mill II Illllllllllll Mill Mill Mill lllllllllllllll 

Sbjct : 1371 tatcatcactggaccgccagaggcccaattcaaggctcagggaagaatctatggcaaact 



1050 



1430 



Query: 1051 caaggaggagaacttctttggtcccaaggaggaagtgaagctggagacccacatacgtgt 

MIMIMIMMMMMIIIMI lllllllllllllll Mill lllllllllllllll 



1110 



Blast Result 



http://www.ncbi.nlianih.gOv/blast/bl2seqAvblast2.c 



Sbjct: 1431 caaggaggagaacttctttggtcccaaggaggaagtgaagctggagacccacatacgtgt 1490 

ouerv- nil accaqcatcagcagctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgca 1170 

Query. gccagc ^ ^ ^ ^ ,,,,,,,,,, , | | | | | | | | | | | | | | I I I 

Sbjct: 1491 gccagcatcagcagctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgca 1550 



Query: 1171 



Sbjct : 



1551 gaatttgacggcagctgaggtggtagtaccaagagaccagacccctgatgagaacgacca 



1610 



Ouerv- 1231 qgtcatcgtgaaaatcatcggacatttctatgccagtcagatggctcaacggaagatccg 1290 

^' IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIM I I I I I I I I I I I I I I iiiili 1670 

Sbjct: 1611 ggtcatcgtgaaaatcatcggacatttctatgccagtcagatggctcaacggaagatccg 1670 

Query: 12 91 agacatcctggcccaggttaagcagcagcatcagaagggacagagtaaccaggcccaggc 1350 

^ iTl 1 1 1 1 1 iTTl 1 1 ITT UN 1 ' 1 1 1 1 1 1 1 1 1 M 1 1 1 1 ' ' ' 1730 

Sbjct: 1671 agacatcctggcccaggttaagcagcagcatcagaagggacagagtaaccaggcccaggc 1730 



Query: 
Sbjct: 

Query: 
Sbjct: 



1351 acc 



^ggaggaagtgaccagcccctccctgtccctt^agtccaggacaacaacgggc^ 1410 

I |T I MINIM Mill Mil IMIM 1 1 MM MINI MUM III I 

1731 acggaggaagtgaccagcccctccctgtcccttcgagtccaggacaacaacgggcagaaa 1790 



1411 tcgagagtgtgctctccccggcaggcctgagaatgagtgggaatccggga^ 1470 

MIIIMMIMMMMIMMIMIMMMMMIMMMIMMMM^MIMI 

1791 tcgagagtgtgctctccccggcaggcctgagaatgagtgggaatccgggacacctgggcc 1850 



Query: 
Sbjct : 

Query: 
Sbjct: 



1471 qqqctgtagatcaggtttgcccacttgattgagaaagatgttccagtgaggaaccctgat 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIMMM 'I II 

1851 gggctgtagatcaggtttgcccacttgattgagaaagatgttccagtgaggaaccctgat 



1530 



1910 



1531 ct&cagccccaaacacccacccaattggcccaacactgt^ 1590 

M^M I M I M M M M M M 1 1 M M M 1 1 1 M M 1 1 1 1 1 M M I M M 1 1 1 1 1 M I 

1911 ctctcagccccaaacacccacccaattggcccaacactgtctgcccctcggggtgtcaga iy /u 



Query: 
Sbjct: 



1591 aat 



:cccacc 1650 

jiniiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiMiiiiiiiiiiiiii 

1971 aattctagcgcaaggcacttttaaacgtggattgtttaaagaagctctccaggccccacc 2030 



Ouerv: 1651 aagagggtggatcacacctcagtgggaagaaaaataaaatttccttcaggttttaaaa 1708 

Query. | |f|fff III I I I I I I I I I I I I I I I I I Ml I I I I I I I I I I I I I I I ^ 

Sbjct: 2031 aagagggtggatcacacctcagtgggaagaaaaataaaatttccttcaggttttaaaa 2088 



CPU time: 

Lambda 
1.33 



K 



0.01 user sees. 
H 



0.02 sys. sees 



0.03 total sees. 



0.621 



1.12 



Gapped 
Lambda 
1.33 



K H 
0.621 



1.12 



Matrix: blastn matrix :1 -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB : 12 



Blast Result 



http:/Avww.ncbi.nlianih.gov/blast/bl2seqAvblast2x 



Number of 
Number of 
Number of 
Number of 
Number of 
Number of 
Number of 
Number of 
length of 
length of 
effective 
effective 
effective 
effective 
effective 
T: 0 
A: 0 



Sequences: 0 

extensions: 12 

successful extensions: 2 

sequences better than 10.0: 1 

HSP's better than 10.0 without gapping: 1 

HSP's successfully gapped in prelim test: 0 

HSP's that attempted gapping in prelim test: 0 

HSP's gapped (non-prelim) : 1 

query: 1708 

database: 8 , 918 , 056, 2 33 

HSP length: 25 

length of query: 1683 

length of database: 8,918,056,208 

search space: 15009088598064 

search space used: 15009088598064 



XI 
X2 
SI 
S2 



6 (11 
26 (5 
12 (2 
21 (4 



.5 bits) 
0.0 bits) 
3.8 bits) 
1.1 bits) 



R1D= 1 06 1 9 1 1 853-27554-2290282.BLASTQ3 , 



http://www.ncbi.nlm.nih.gov/blast/Blas 



% NCBl 



results of 




BLASTN 2jl6lXM-09-2003] 



1121^^X9118 5 3 - 2 7 5 5 4 - 2 2 9 0 2 8 2 . B LAS T Q 3 



Database: All GenBank+EMBL+DDB J +PDB sequences (but no EST, STS, 
GSS, or phase 0, 1 or 2 HTGS sequences) 

1,886,208 sequences; 8,918,056,233 total letters 



Taxonomy reports 
Query= 



(1946 letters) 



Distribution of 39 Blast Hits on the Query Sequence 



Mouse -over 



to show defline and scores. Click to show alignments 



Color Key for fllignnent Scores 



mm 



1.27554 



^^^^ 



J ' ' ' 250 ' ' 500 750 1000 1250 1500 1750 




Se quences producing significant alignments: 

41 qi 607 lg^\l AF11710 6 ■ 1 1 AF117106 Homo sapiens IGF-II mRNA- 

— L-9 — V 1 ■ . — _ ~ I ~ _' tnn T" T wwTa VT7\ V\ -J iF-»/4 ■! 




31 

31 
31 
21 
31 
31 
31 
31 
31 
31 
31 
31 
31 
31 
31 



; ef|NM 006546.21 
71410711 qb |AF198254 .1 L 



Homo sapiens IGF-II mRNA-bindi . 
AF198254 Homo sapiens mRNA-binding . 



22760672 



31342209 



27464837 



dbj 



ref 



AK0 74915.1| Homo sapiens cDNA FLJ90434 fis, . 
175594 .2 I Rattus norvegicus IGF-II mRNA-. 

Rattus norvegicus b-actin zipcod. 



NM 



_ i qb|AF541940.1 . 

3273748 | gb 1 AF061569 . 1 1 AF061569 Mus musculus coding regio 
315606051 ref |NM 009951. 2| Mus musculus insulin-like grow 



12851513 



26336870 



AK013940.1 



AK044850 . 1 



Mus musculus 13 days embryo hea. 
Mus musculus 9.5 days embryo pa. 
Mus musculus insulin-like growth. 
Rattus norvegicus similar to I. 




Rattus norvegicus 5 BAC CH230-4L. 
Genomic sequence for Mus musculu. 



Score 


E 


(bits) 


Value 


3488 


0.0 


3451 


0.0 


3451 


0.0 


2663 


0.0 


1950 


0.0 


1950 


0.0 


1892 


0.0 


1886 


0.0 


1886 


0.0 


1886 


0.0 


1886 


0.0 


1367 


0.0 


1327 


0.0 


829 


0.0 


544 


e-151 


477 


e-131 


342 


le-90 



RJD= 1 06 1 9 1 1 85 3-27554-2290282.BLASTQ3 , 



http:/Avww.ncbi.nlmnih.gov/blast/Blas 



21 



3i 



14475918 I qb I AC0844 07 . 10 1 Mus Musculus Strain C57BL6/J Ch. 



22204252 lemb|AL606704 .20| Mouse DNA sequence from clone 

Alignments 



342 
342 



le-90 
le-90 



> qi 14191607 |qb 1 AF117106 . 1 1 AF117106 Homo sapiens IGF- II mRNA-binding protein 1 (IMP-1 
Length = 2130 

Score = 3488 bits (1814), Expect = 0.0 
Identities = 1834/1845 (99%), Gaps = 6/1845 (0%) 
Strand = Plus / Plus 



Ouerv • 108 agqagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactgga^ 

Query. |ff |f | |ff | | | | | | I I I I I I I I |||| I I I I I I I I I I I I I iiliiiii 

Sbjct : 244 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 



167 



303 



227 



Query: 168 agcctgctggctcagtatggtacagtagagaactgtga^ 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I _„ 
Sbjct: 304 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 363 



Query: 228 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 287 

^ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIMIIIMIII 

Sbjct: 364 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 423 



347 



Query: 2 88 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagca^ 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI „ 

Sbjct: 424 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 483 



Query: 348 atagcacagggacctgagaatgggcgccgaggg^ 

1 1 ( 1 1 1 [ M M 1 1 1 1 ! 1 1 II I !! 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 M M M 

Sbjct : 484 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagccccgc 



407 



543 



Query: 
Sbjct : 



408 
544 



cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccctt 467 

WW II MIIIMIUIIIIIIIIIIIIIMMIIIMUMIIIIIIIMIM 

cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccctt 603 



Query: 468 cggctcctggtgcccacccagtatgtgggtgcca^ 527 

IIIIMIillllllMlllillllililllMMMIIIilllilllllililiMIIII 

Sbjct : 604 cggctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccatc 



663 



Query: 
Sbjct : 



528 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcagg^ 587 

IIIIIMIIIIMIIIIIIIIMIIIIIIIIMIIIIIIIIIIIIIMIIIIIMIIIII 

664 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggt 



723 



Query: 588 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctc^ 647 

lllllllltlil I Mill llllllll,ll ^ l ^ , 4U''iUUiI 783 

Sbjct: 724 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaag 783 



Query: 648 atgatcttggagattatgcataaagaggctaaggacaccaa^ 

^ M 1 1 1 1 M 1 1 1 M M I M M M M II 1 1 M M 1 1 M 1 1 M M M 1 1 1 1 1 M M I M 1 1 M 

Sbjct : 784 atgatct tggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttccc 



707 



843 



Ouerv: 708 ctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 

II I MIMIIMI 1 1 III I II I Mill IIMMIMMIIMMIMMIMM 



767 



RID=1 06 1911 853-27554-2290282.BLASTQ3 , 



http:/Avww.ncbi.nlm.nih.gov/blast/Blas 



Sb j ct : 844 ctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 



903 



Query: 
Sbjct : 



768 



904 



827 



TtTTT?TTt?T!?TTTTT?TiTTT?T?TTTTTTTrTTTTTtTiTiTiTnniT 963 

ctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagacctt 963 



Query: 
Sbjct: 



828 



964 



accctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgt^ 887 

illlMIIMtlMMIIIIIMMIIIIMIIIIillllllMIIMMIIIIMIMI 

accctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagg 1023 



947 



— 888 ?TT?T!!TTTTTTtTTnTT!TTTTtn!??T!TtTnnmTmnmTTTniM 1063 

Sbjct: 1024 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatg 1083 



Query- 948 a/^--gc--tctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagct 1001 

^ I II lllllll MINI IMIIIMIIIIMIMIlim Mill IMMMIII 

Sbjct: 1084 agcctgcagtctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagct 1143 



Query: 
Sbjct : 



1002 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagc^ 1061 

lllllllllll II III lllllllll MMMIIIIIIIMMMMMIMIIMI 

1144 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcc 1203 



Query: 
Sbjct: 



1062 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgg^ 1121 

IIIIIIIIIIIIIIIMIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIMMIMIII 

1204 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgggc 1263 



Query: 1122 gccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 1181 

llllllllllllllliMlllllilMllMMIIMIMillll III 1 1 1 < 1J, ' JLJ, ' I ' 1323 

Sbjct: 1264 gccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 1323 



Query : 
Sbjct : 



1182 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcact^ 1241 

IIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIM 

1324 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcactgga 13 83 



1301 



°— 1242 TTTTTTT7TTTT?TTTTTTT1TTTTTTT?TTTTTT?tT????TTTTTTTTT?TTTTTTTT i443 

Sbjct: 1384 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaac 1443 



Query: 
Sbjct: 



1302 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagc^ 13 61 

IMIIIIMIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIMMIIIIIIIIII Mill 

1444 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagca 1503 



Query: 1362 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagtl^ 1421 

IIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIilllllll 
Sbjct: 1504 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggca 1563 

Query: 1422 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaa 1481 
Query. f | |f |ff |f f | ,f , | | | | | | | | M I I I I I I I I I I I I I I I I I I I M I I I I I M I I I I I I I I 

Sbjct: 1564 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaa 1623 



Query: 



1482 atcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggcc 1541 
| M | | I I I I 1 I 1 I i 1 M I I I I I M 1 ! I i I I I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I 



RID=1 06 1911 853-275 54-2290282.BLASTQ3, 



httpy/www.ncbi.nlm.nih.gov/blast/Blas 



Sbjct: 1624 atcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggcc 1683 

Query: 1542 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggc^ 1601 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIMIIIIIII 

Sbjct: 1684 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacggaggaagtga 1743 



Query: 1602 ccagcccctccctgtcccttngagtccaggacaacaacgggcagaaatcgagagtgtgct 1661 

IMIIIIIMIIIIIIIIII lllllllllllllllllllllllllllllllllllllll 

Sbjct : 1744 ccagcccctccctgtcccttcgagtccaggacaacaacgggcagaaatcgagagtgtgct 



1803 



Query : 1662 ctccccggcaggcctgagaatgagtgggaatccgggacacntgggcc^ 

MIIIIIIIIMIIMIIIMIIIIIIIIIIIIIMIIM IIIIIIIMIMIIIIIII 

Sbjct : 1804 ctccccggcaggcctgagaatgagtgggaatccgggacacctgggccgggctgtagatca 



1721 



1863 



Query: 1722 ggtttgcccacttgattgagaaagatgttccagtgaggaacc^ 

IIIIIIIIMIIIIIIIIIIIIIIIIillilllllMIMIMIillM III I 

Sbjct : 1864 ggtttgcccacttgattgagaaagatgttccagtgaggaaccctgatctctcagccccaa 



1781 



1923 



Ouerv: 1782 acacccacccaattggcccaacactgtntgcccctcggggtgtcagaaattntagcgcaa 1841 

1 1 1 1 ii iiiiiiiiiiiiiiii M i 1QM 

Sbjct: 1924 acacccacccaattggcccaacactgtctgcccctcggggtgtcagaaattctagcgcaa 1983 
Ouerv 1842 qqcacttttaaacgtggattgtttaaagaagctctccaggccccaccaagagggtggatc 1901 

^ ff 1 1 1 1 1 1 1 1 1 1 if iff 1 1 if 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1984 ggcacttttaaacgtggattgtttaaagaagctctccaggccccaccaagagggtggatc 2043 
Ouerv 1902 acacctcagtgggaagaaaaataaaatttccttcaggttttaaaa 1946 

IIIIIMIIIIIIIIIIIIMMIIIIIIIIIIIIIIIIIIIIII 

Sbjct: 2044 acacctcagtgggaagaaaaataaaatttccttcaggttttaaaa 2088 

> gi | 21361351 1 ref ]NM 006546. 2| Homo sapiens IGF-II mRNA-binding protein 1 (IMP-1) , mR 
Length = 2381 

Score = 3451 bits (1795), Expect =0.0 
Identities = 1826/1842 (99%), Gaps = 7/1842 (0%) 
Strand = Plus / Plus 

Query: 108 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 167 

iffifiiffiiiiiiii iiiiiiiiiiinii iiiiiiiiiiiiiiii ^ 

Sbjct: 540 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 599 
Ouerv: 168 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 227 

y ifiiifiifiiiiiiiiiiiiiiii i mini in 

Sbjct: 600 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 659 



Query: 228 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 287 

IIIIIIIIIIIIIIII MMIIIIIIIIIIIIIIIMIIIIMIIIMIII 

Sb j ct : 660 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 



719 



Query : 288 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 

^ iifiiiffiiiiiiiiiiiiiiiiiiiiiiniiiii i 1 1 1 1 1 1 

Sbjct : 720 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 



347 



779 



RID=106191 1853-27554-2290282.BLASTQ3, http://www.ncbi.nlnuuh. 



407 



Query : 348 atagcacagggacctgagaatgggcgccgagggggctttgg^ 

IMIIMMMMMMMMMMMMMMMMIMMMMIMIMMMMM 
Sbjct: 780 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagccccgc 839 



Query 408 cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccctt 467 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIIII 

Sbjct : 840 cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccctt 



899 



Query- 468 cggctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccatc 527 

iff I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 900 cggctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccatc 959 

Query: 52 8 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggt 587 

ifiiiiiiiiiiiiiiiiiiii ii in ii iiiiii nil "UiiiU 1019 

Sbjct: 960 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggt 1019 
Query: 588 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaag 647 

INI IN MINIM MM I IMM NMHMN IIIIII UNI ''ill 1 1 1 1 1 1 1 

Sbjct: 1020 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaag 1079 
Ouerv: 648 atgatcttggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttccc 707 

^ llflllllfflflllllflllllMIIIIIIIIIIII 1 1 1 1 1 1 1 1 1 1 1 Ml 

Sbjct: 1080 atgatcttggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttccc 1139 
Ouerv 708 ctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 767 

° ^ llfllfl lllfflllllllllMIIIIIIII 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Ml 1 1 1 1199 

Sbjct: 1140 ctgaagaccctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 1199 
Query: 768 ctgaagaaggtagagcaagataccgagacaaaaatcaccatctc^ 827 

1 1 1 1 1 II I II II I M 1 1 1 II M IMMMMIMIIMM 'MM 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1200 ctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagacctt 1259 

Query: 82 8 accctttacaaccctgagaggaccatcactgtgaaggggg^ 887 

II II II I I I I II I I I I I I I I II I I II I I I II M M II I I J. I I I ■ II l|l 13ig 

Sbjct: 1260 accctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagg 1319 

Query: 888 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatg 947 

Y fllflfllfflMIIIIIIIIIIIIM I I I I I I I I I I I I I I I I I I I Ml I I I I I I 

Sbjct: 1320 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatg 1379 

Query: 948 a gc --tctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagct 1001 

Q Y | M MM II MM MIMMMIMM IMM MM II III 

Sbjct: 1380 agcctgcagtctcacctgacccctggcctgaacctggctgctgtaggtcttttcccagct 1439 

Query: 1002 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcc 1061 

II I I II if I II I I I I II II I II II II I I II I II I II I I I I II I II II I II I M M II I I I 
Sbjct: 1440 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcc 1499 

Query: 1062 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcag^ 1121 

|| I I I I II II I I I I I I I II II II II II II II II I II II I II M M I M I I I II I II M I I 
Sbjct: 1500 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgggc 1559 



RID=1061911853-27554-2290282.BLASTQ3, http^/www.ncbi.ntanih.gov/blastmias 



Ouerv- 1122 qccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 1181 
Query. f|^, |ff | | ,f | |ffff | |f | | | | | | | | | | | | | | | | | | | | | | | | I I I I I I I I I I 

Sbjct: 1560 giiaicatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 1619 



Query: 1182 atcaagattgcaccacccgaaacacctgactccaaagtt^ 1241 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIMIIIMI 

Sbjct: 1620 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcactgga 1679 



Query: 1242 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaa^ 

lllllllllll-IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

Sbjct t 1680 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaac 



1301 
1739 



Query: 1302 ttctttggtcccaaggaggaagtgaagctggaga^ 13 61 

IIMIMMIMMMIMMIMIMMMMMIIMMMMMMMMMMMI 17qq 

Sbjct: 1740 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagca 1799 



1362 ?T^?n!T?TTTiiTfTTTT??H!TTTTnT?niTT!T!ii?TTnT 

Sbjct : 1800 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggca 



1421 
1859 

1481 



0uery , „„ fnnT?TTTTT?TT?TTiTT?TT?TTTTiTTi?TTTTTTTTTT?TTTTnTT??TTTTT 

Sbjct: 1860 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaa 1919 
Query: 1482 atcatcggacatttctatgccagtcagatggctcaac^ 1541 

IIIIIIMIIIIIIIIIMIIIIIIIMMIIIIIIIIIIIIIIINMMIMIMIII 

Sbjct: 1920 atcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggcc 1979 
Query: 1542 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacggaggaagtga 1601 

II llllll MINI III Ml Mill MINI lllllll MINIUM M MM I MM 

Sbjct: 1980 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacgaaggaagtga 2039 
Query: 1602 ccagcccctccctgtcccttngagtccaggacaacaacgggcagaaatcgagagtgtgct 1661 

I M III M II I II II II M I lllllll MIIIMMIMIIMM llllll Ml 1 1 II I 

Sbjct: 2040 ccagcccctccctgtcccttcgagtccaggacaacaacgggcagaaatcgagagtgtgct 2099 
Query: 1662 ctccccggcaggcctgagaatgagtgggaatccgggacacntgggccgggc 1721 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I M I M I II I II II 1 1 II I 

Sbjct: 2100 ctccccggcaggcctgagaatgagtgggaatccgggacacctgggccgggctgtagatca 2159 

Query: 1722 qgtttgcccacttgattgagaaagatgttccagtgaggaaccctgatctntcagcccc-a 1780 

II II I III II II II II I III I Mill II I M I II II II II M I II I II I M I 

Sbjct: 2160 ggtttgcccacttgattgagaaagatgttccagtgaggaaccctgatctctcagccccca 2219 

Query: 1781 aacacccacccaattggcccaacactgtntgcccct^ 1840 

llllll I III III I II III I II III II llllll II II III M MM II M lllllll 
Sbjct: 2220 aacacctacccaattggcccaacactgtctgcccctcggggtgtcagaaattctagcgca 2279 

Query: 1841 aggcacttttaaacgtggattgtttaaagaagctctccaggccccaccaagagggtggat 1900 

I I I II II II I I II II II I II I II II M IIIIIMIIIIIII i'''l'n'ii 23 39 

Sbjct: 2280 aggcacttttaaacgtggattgtttaaagaagctctccaggccccaccaagagggtggat 2339 



Rn>1061911853-27554-2290282.BLASTQ3, 



http:/Avww.ncbi.nlm.nih.gov/blast/Blas 



Ouerv- 1901 cacacctcaqtgggaagaaaaataaaatttccttcaggtttt 1942 

^ IIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIIMI 2381 

Sbjct: 2340 cacacctcagtgggaagaaaaataaaatttccttcaggtttt 2381 

> gi I 7141071 |ab I AF1982 54 . 1 1 AF198254 Homo sapiens mRNA-binding protein CRDBP mRNA, com 
Length = 23 81 

Score = 3451 bits (1795), Expect =0.0 
Identities = 1826/1842 (99%) , Gaps = 7/1842 (0%) 
Strand = Plus / Plus 

Query- 108 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 167 

^ IIIIIIIIIIIIIIIIIIMH HI M I I Ml N I Ml iUUUaiic 599 

Sbjct: 540 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 599 



227 



Query: 168 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIII 

Sbjct: 600 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 659 



Ouerv 228 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 
Query. g| ^99^ , ,f ,,,,,,, |||M |||, | | | ,, | | , | | | | | | | | | | III I I II Ml 

Sbjct : 660 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 



287 



719 



Query: 2 88 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagc^ 347 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII 

Sbjct- 720 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 779 



407 



Query: 348 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagcccc^ 

IIIIMIIIIIIIIIMIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIIIIMIIII 

Sbjct: 780 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagccccgc 839 



Query: 408 cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccctt 467 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIIM 

Sbjct : 840 cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccctt 



899 



Query: 468 cggctcctggtgcccacccagtatgtgggtgccatta^ 527 

III | | | | | I 1 I I 1 I I I I I I I I 1 I I t I I I I I I I I I I I 1 I I I I I 1 I I I I I 1 I I i > J,*' J,"* > g59 
Sbjct: 900 cggctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccatc 959 



Query: 528 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggt 587 

^ IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIM 

Sbjct : 960 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggt 



1019 



Query: 588 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaag 647 

^ llllllllllllllllllllllll IIIINMIIIMINIIIIIIIIIIMM 

Sbjct: 1020 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaag 1079 



Query: 648 



Sbjct : 



707 



atgatcttggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttccc 

lllllllllllllllllllllllllllllllllllllllllllllll I IIMIMIII 

1080 atgatcttggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttccc 113 9 



Query: 708 ctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 

^ IMIIII llllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct : 1140 ctgaagaccctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 



767 



1199 



RIEN106191 1853-27554-2290282.BLASTQ3, http.Z/www.ncbi.nlmnih.gov/blas^las 



766 TTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTt 

Sbjct: 1200 ctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagacctt 1259 
Query: 828 accctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagg 887 

^ llllllllllllllllll MMMMMMMMMMMIMMMIM 

Sbjct: 1260 accctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagg 1319 
Query: 888 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatg 947 

IMIIIMIIMMMMMIMMIMM IIIIIIIIIIIIIIIMIIIMIII 1379 

Sbjct: 1320 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatg 1379 
Query: 948 a gc--tctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagct 1001 

^ I II llllllllll I III llllll IMMIMMIM IMIIIMI i4 ^ g 

Sbjct: 1380 agcctgcagtctcacctgacccctggcctgaacctggctgctgtaggtcttttcccagct 1439 
Query: 1002 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcc 1061 

MMMIIMMMMMMMMMMMMMMIMMMMMMMMMIMM 1AQQ 

Sbjct: 1440 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcc 1499 
Query: 1062 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgggc 1121 

1 1 1 1 1 1 : 1 1 1 1 1 1 1 I ,1111 1 1 1 1 ; 1 1 1 1 1 : 1 M i 1 1 

Sbjct: 1500 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgggc 1559 
Ouerv 1122 qccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 1181 

Y II Mill llllllllll Mil Mill I llllll MMMM Ill 

Sbjct: 1560 gccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 1619 

Query: 1182 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcactgga 1241 

IMIIII I I I I I II I II II II I II II I I II I I I II I II I II II I I I I I M M M 

Sbjct: 1620 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcactgga 16 /y 

Query: 1242 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaac 1301 

MIIIIIIIIIMIIIIIIIIIIIIIIIII M M M MM || 1 1 1 1 1 II 1 1 1 

Sbjct: 1680 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaac 173 3 
Ouerv: 13 02 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagca 13 61 

° y MMIIIIMIMIIIIIIIIIMIIMM MM 17qg 

Sbjct: 1740 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagca 17 
Query: 1362 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggca 1421 

Y IMIIMIIIMIMIIIIMIMII llllllllllllllllll I MM 1 1 II 1 1 

Sbjct: 1800 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggca 1859 
Query: 1422 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaa 1481 

llllllllllllllllllllllllllllllllllll MIIIMII 

Sbjct: 1860 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaa 1919 

Query: 1482 atcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggcc 1541 
I I I II I I I II II I I II II I I I I I I II II I I II I I II II II I I I I II I I II I II II I I I I I 

Sbjct: 1920 atcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggcc 1979 



REN1061911853-27554-2290282.BLASTQ3, 



http://www.ncbi.nlmnih.gov/blast/Blas 



Query: 1542 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacggaggaagtga 1601 
IIIIIIMIIIIIIIIIIIIIMIMM lllllllllllll II IMIIII lllllllll 

Sbjct : 1980 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacgaaggaagtga 



2039 



Ouerv 1602 ccagcccctccctgtcccttngagtccaggacaacaacgggcagaaatcgagagtgtgct 1661 

llllllllllllllllllll lllllllllll IIIMIIIIIIIIIIIIIMMI 

Sbjct : 2040 ccagcccctccctgtcccttcgagtccaggacaacaacgggcagaaatcgagagtgtgct 



2099 



Ouerv: 1662 ctccccggcaggcctgagaatgagtgggaatccgggacacntgggccgggctgtagatca 1721 

MMIM Mill IIMMIMI IIMMIIIMIMIM 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 oi „ 

Sbjct: 2100 ctccccggcaggcctgagaatgagtgggaatccgggacacctgggccgggctgtagatca 2159 
Ouerv: 1722 qqtttqcccacttgattgagaaagatgttccagtgaggaaccctgatctntcagcccc-a 1780 

II I Mill II III II I 1 1 1 1 MINIM MM I „ iq 

Sbjct: 2160 ggtttgcccacttgattgagaaagatgttccagtgaggaaccctgatctctcagccccca 2219 



Ouerv: 1781 aacacccacccaattggcccaacactgtntgcccctcggggtgtcagaaattntagcgca 1840 

II IIIMIMI I 1 1 1 1 1 1 : I 1 

Sbjct : 2220 aacacctacccaattggcccaacactgtctgcccctcggggtgtcagaaattctagcgca 



2279 



Ouerv: 1841 aggcacttttaaacgtggattgtttaaagaagctctccaggccccaccaagagggtggat 

Ml Mill III II Mill II M Mill Ill 

Sbjct : 2280 aggcacttttaaacgtggattgtttaaagaagctctccaggccccaccaagagggtggat 



1900 



2339 



Ouerv: 1901 cacacctcagtgggaagaaaaataaaatttccttcaggtttt 1942 

MMMI III MM I IIMM MM IMIMM 

Sbjct: 2340 cacacctcagtgggaagaaaaataaaatttccttcaggtttt 2381 

> qi | 22760672 | dbj [AK074915.1 | Homo sapiens cDNA FLJ90434 fis, clone NT2RP3000789 , hig 
Homo sapiens IGF- II mRNA-binding protein 1 (IMP-1) mRNA 
Length = 2 780 

Score = 2663 bits (1385), Expect = 0.0 
Identities = 1405/1416 (99%), Gaps = 6/1416 (0%) 
Strand = Plus / Plus 



Ouerv: 537 acaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggtgcagctgaa 

Ml. IMIIII lllllllll Mill 1 1 Mill Mill 

Sbjct : 1 acaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggtgcagctgaa 



596 



60 



Query: 
Sbjct: 



597 



61 



aaaqccatcagtgtqcactccacccctgagggctgctcctccgcttgtaagatgatcttg 656 

II IMMIMMMIIIIMMIMII II 1 1 1 1 1 II II 1 1 1 1 1 1 1 1 II I II 

aaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaagatgatcttg 



120 



Query: 
Sbjct : 



657 



121 



gagattatgcataaagaggctaaggacaccaaaacggctgacgaggttcccctgaagatc 

III IM II IIMM III Ml Mill MIIMIMM I I II I II 1 1 1 1 1 1 1 1 1 1 1 1 

gagattatgcataaagaggctaaggacaccaaaacggctgacgaggttcccctgaagatc 



716 



180 



Query: 
Sbjct: 



717 



181 



ctggcccataataactttgtagggcgtctcattggcaaggaaggacggaacctgaagaag 

II Ml lllllllll II Mllll IMIIII MM Ml Ml Mill Ml II I MM MM 

ctggcccataataactttgtagggcgtctcattggcaaggaaggacggaacctgaagaag 



776 



240 



RID= 1 06 1 9 1 1 853-27554-2290282.BLASTQ3, 



http:/Avww.ncbi.nlm.nih.gov^last/Blas 



777 fffiifinTnmTifmimm 

Sbjct : 241 gtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagaccttaccctttac 



836 



300 



Query: 837 aaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagggcc^ 
Sbjct: 301 aaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagggccgagcag 



896 



360 



Query: 897 gaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatga gc-- 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii ii 

Sbjct : 361 gaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatgagcctgcag 



950 



420 



Query: 951 tctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagcttcatccagc 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMMIMIIMMIIIIIIIIII 

Sbjct : 421 tctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagcttcatccagc 



1010 



480 



Query: 1011 gcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcctttatgcag 1070 

iillllllililllllllilillllililllllMIIIIIMItllllllllllilMII 

Sbjct: 481 gcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcctttatgcag 540 



Query : 1071 gctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgggcgccatcatc 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIIMIM 

Sbjct : 541 gctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgggcgccatcatc 



1130 



600 



Query: 1131 ggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctccatcaagatt 1190 

NINININm I 

Sbj ct : 601 ggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctccatcaagatt 660 



Ouerv : 1191 qcaccacccgaaacacctgactccaaagttcgtatggttatcatcactggaccgccagag 

Y llllllllllllllllllllllll IMIIIII 111,1 

Sbjct : 661 gcaccacccgaaacacctgactccaaagttcgtatggttatcatcactggaccgccagag 



1250 



720 



Sbjct : 721 gcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaacttctttggt 



1310 



780 



Query : 13 11 cccaaggaggaagtgaagc tggagacccacatacgtgtgccagcatcagcagctggccgg 

Mill Mill MINIMI MINIMI II I MINIMI I MINI II 

Sbjct : 781 cccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagcagctggccgg 



1370 



840 



Query: 1371 gtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggcagctgaggtg 

llllllllllllllllllllllll IMIIIII H 

Sb j c t : 841 gtcattggcaaaggtggaaaaacggtgaacgagt tgcagaatt tgacggcagctgaggtg 



1430 



900 



Query : 1431 gtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaaatcatcgga 
| | I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I M I I I I I I i I I i I I I I I I 
Sbjct: 901 gtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaaatcatcgga 



1490 



960 



Query: 1491 catttctatgccagtcagatggctcaacggaagatccgagacatcctggcccaggttaag 1550 

lllllllll I II M I IMIIIII MliMlltlllll M IIIIMIIMIIIIIMI II 

Sbjct : 961 catttctatgccagtcagatggctcaacggaagatccgagacatcctggcccaggttaag 



1020 



RID- 1061911 853-27554-2290282.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



1610 



Query : 1551 cagcagcatcagaagggacagagtaaccaggcccaggcacgga^^ 

i I i 1 1 1 i 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 i 1 1 1 i i 1 1 1 1 1 1 i 1 1 1 1 1 i 1 i I i I " 1 1 1 i 1 1 1 ! I « JL i< 1080 

Sbjct: 1021 cagcagcatcagaagggacagagtaaccaggcccaggcacggaggaagtgaccagcccct 1080 



Ouerv: 1611 ccctgtcccttngagtccaggacaacaacgggcagaaatcgagagtgtgctctccccggc 1670 

III Mill III MINIMI MM II I MM II MM I 

Sbjct : 1081 ccctgtcccttcgagtccaggacaacaacgggcagaaatcgagagtgtgctctccccggc 



1140 



1671 TTTTTTTTTTTTTT?m?TT?TT?T?T?Ti"TmTTT?TTTTTTTiTTmTTTT?TT 1730 

Sbjct : 1141 aggcctgagaatgagtgggaatccgggacacctgggccgggctgtagatcaggtttgccc 



1200 



Query: 1731 acttgattgagaaagatgttccagtgaggaaccctgatctntcagccccaaacacccacc 
I I I I I I J I I I ! ! ■ i I I I I I I " I I I '. ; : I I I I I , ' ' I I ' I I ! I I I i I I I M I I I I I . I 
Sbjct: 12 01 acttgattgagaaagatgttccagtgaggaaccctgatctctcagccccaaacacccacc 



1790 



1260 



Query: 17 91 caattggcccaacactgtntgcccctcggggtgtcagaaattntagcgcaaggcactttt 

Ml Mill Mill II Ml I 1 II MUM I'l'M II ill M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 

Sbjct: 1261 caattggcccaacactgtctgcccctcggggtgtcagaaattctagcgcaaggcactttt 



1850 



1320 



Query: 1851 aaacgtggattgtttaaagaagctctccaggccccaccaagagggtggatcacacctcag 1910 

Y Ml Mill 1 1 III I Mill Mil II Mill ML MM I MM 

Sbjct : 1321 aaacgtggattgtttaaagaagctctccaggccccaccaagagggtggatcacacctcag 



1380 



Query: 1911 tgggaagaaaaataaaatttccttcaggttttaaaa 1946 

' I I I ' I I I I ! I I I I I I I I I 1 I I : I I I ' I I 1 I I < 

Sbjct: 1381 tgggaagaaaaataaaatttccttcaggttttaaaa 1416 

> gi | 31342209] re f | NM 175594. 2| Rattus norvegicus IGF-II mRNA-binding protein 1 (Imp-1 
Length = 2105 

Score = 1950 bits (1014), Expect = 0.0 
Identities = 1352/1519 (89%), Gaps = 7/1519 (0%) 
Strand = Plus / Plus 



Query: 108 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 

Mill Ml Ml II II Mill Mill MINIMI MINIM INN 

Sbjct : 457 aggagtcggaaaatacagatccggaatattccacctcagctccgatgggaagtgctggat 



167 



516 



Query: 168 aqcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 2 27 

Mill INI I Mill II INN III INN INN II INN III I Ill 

Sbjct : 517 agccttctggcccagtacggcacagtggagaactgtgagcaagtgaacaccgagagtgag 



576 



Query: 228 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 2 87 

INN INN II llllllll II NNNNNNNNNNNNNNINN 

Sb j ct : 577 acggcggtggtcaacgtcacctactctaaccgggagcagaccaggcaagccatcatgaag 



636 



Ouerv: 2 88 ctqaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 

II INN II llllllll I NN 

Sbjct: 637 ctaaatggccatcaactggagaaccatgccctgaaggtttcctacatacctgatgagcag 



347 



696 



Query: 348 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagccccgc 

llllllll I 1 1 1 1 1 1 1 1 1 1 II llllllll II WWW I 

Sbjct : 697 atagcacaaggtcctgagaatgggcgccgtggaggctttgggtctcgaggccagcccagg 



407 



756 



RID= 1 06 1 9 1 1 853-275 54-2290282.BLASTQ3, 



http:/Avww.ncbi-nl^anih.gov^last/Blas 



Query: 408 cagggctcacctgtggcagcgggggccccagccaagcagcagcaagt^ 467 

Mill Mill 1 1 Mill Mill 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 MM I Ml 1 1 1 1 1 

Sbjct : 757 caggggtcaccggtagcagcaggggcgccagccaagcagcagcaggtggacatccctctc 



816 



Query: 468 cggctcctggtgcccacccagtatgtgggtgcca^ 

1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 IIIIIMI II Mill M M I II II M II I MINIMI 

Sbjct: 817 cggctcctggtgcccacgcagtatgtaggcgccatcattggcaaggagggtgccaccatc 



527 



876 



Query: 52 8 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggt 

^ II 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 II II II II 1 1 1 1 M I M 1 1 1 MIMIIIIIIIM II 

Sbjct : 877 cgaaacatcacaaaacagactcagtccaagatagacgtgcacaggaaggagaacgcgggg 



587 



936 



Query: 588 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaag 647 

^ || || || || | I I I I I I I I Ill IMIIIII MIMIIMM II IIIMI 

Sbjct : 937 gctgcggagaaggccatcagtgtgcactcgacccctgaaggctgctcctcggcctgtaag 



996 



Query : 64 8 atgatct tggagat tatgcataaagaggc taaggacaccaaaacggctgacgaggtt ccc 

iiiiiiiiiiiiiiiiini iiiiiiiii i inn mini 

Sb j ct : 997 atgatcttggagattatgcacaaggaggcaaaggacaccaagacggcagacgaagttccc 



707 



1056 



Ouerv: 708 ctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 767 

Y llllllllllllll 1 1 II Ml IMIIIII II 1 1 Ill 

Sbjct : 1057 ctgaagatcctggctcataataacttcgtggggcgactcattggaaaggaagggcggaac 



1116 



Ouerv: 768 ctqaagaaggtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagacctt 

Y IIIIIII II INN IN I IIIMIIIIIIIIII II 

Sbj ct : 1117 ttgaagaaagtggagcaggatacagagactaagatcaccatctcctcgctccaggatctc 



827 



1176 



Query: 828 accctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagg 887 

I " IMIIIII Mill 1 1 1 1 1 1 1 1 1 1 1 1 Mill II I ^ 

Sbjct: 1177 acgctctataaccctgaaaggaccataactgtgaagggggccattgagaactgctgcagg 1236 



Query : 888 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatg 

II MMMM II 1 1 1 1 1 1 1 1 1 1 1 1 M Mill II M 1 II 1 1 1 Ml IIIIIIIII 

Sbjct : 1237 gctgagcaggagatcatgaagaaagttcgagaggcttacgagaatgacgtggctgccatg 



947 



1296 



Query: 948 a gc --tctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagct 1001 

Y III IMIIIII MMMM II MIMIIMM I IMIIMM 

Sbjct: 1297 agcttgcagtctcacctcatccctggtctcaacctggctgctgtcggtctcttcccagct 1356 



Ouery: 1002 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcc 1061 

^ || II || II II Mill II MUM MINIMI Ml Mill 

Sbjct : 1357 tcttctagtgccgttccgcctcctcccagcagcgtcactggggctgctccctatggctcc 



1416 



Query: 1062 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtgggc 1121 

II MIMIIMM IIIIIIIIIMIII MMMM IMMMMIMM MMM 

Sbjct : 1417 ttcatgcaggctccggagcaggagatggtacaggtgttcatccccgcccaggctgtgggc 



1476 



Query : 1122 gccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 

IIIIIMI I I I I MMMM I I I I I t I I I I I I I I i I I I I I I I I I I I I Mill 

Sbjct : 1477 gccatcatcggcaagaagggccagcacatcaaacagctctcccggttcgccagcgcctcc 



1181 



1536 



RID=1061911853-27554-2290282.BLASTQ3 ) http7/www.ncbi.nl m .nih.gov^la S t«las 



Query: 1182 atcaagattgcaccacccgaaacacctgactccaaagt^ 1241 

lllllllllll Mill IIIIIIIIIIIIMIIIIMIII llllll lllllllllll 

Sbjct: 1537 atcaagattgctccaccagaaacacctgactccaaagttcgaatggttgtcatcactgga 1596 



1242 ?T 9 TTTTTTTT c TTnTTTTTTTTiTTTTTTTTiT?nTTT?TTTii c Tr?T 9 TTTTT° 

Sbjct: 1597 cccccagaggctcagttcaaggctcagggaagaatctatggcaaactaaaagaagagaat 1656 

Query: 1302 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagca 1361 

I | | I I I I I I I I I I I 1 I I I I 1 i I I lllllllllllllllll M M lllllllllll i71fi 
Sbjct: 1657 ttctttggtcccaaggaggaagtaaagctggagacccacatccgggtcccagcttcagca 1716 



Query: 1362 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggca 1421 

i ii , 1 1 1 1' i ,i i r 1 1 1 1 1 ii i 1 1 1 Miiiiiiiii ill iiiiiii Mill in i77fi 

Sbjct: 1717 gctggccgggtcattggcaaaggtggcaaaacggtgaatgagctgcagaacttgaccgca 1776 



Query 1422 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaa 1481 

Query g T | ?T I TT I II 1 1 MM II Mill MUM Mill MM 1836 

Sbjct: 1777 gccgaggtggtcgtgccgagagaccagaccccagacgagaacgaccaagtcattgttaag 1836 



Query: 1482 atcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggcc 1541 

I II I II 1 1 II 1 1 M II II I M 1 1 II I II 1 1 1 II MMMMMIMMMMIMI 

Sbjct: 1837 atcatcggacatttctatgccagccagatggcccagcggaagatccgagacatcctggct 1896 

Query! 1542 Yt^TTTTTTTTTTTT'TTTTTTTTTTTTTrTTTTTTTTTTTTTTTTrTTTTTTTTT 1601 

Sbjct: 1897 caagttaagcagcagcaccagaagggacagagcaaccaggcccaggcacgaaggaagtga 1956 
Query: 1602 cca-gcccctccctgtccc 1619 

II MM I 1 1 1 1 1 1 1 1 

Sbjct: 1957 ccccgccctttcctgtccc 1975 

> gil 27464837 1 qb | AF541940 . 1 | Rattus norvegicus b-actin zipcode binding protein 1 mRNA 
cds 

Length = 2105 

Score = 1950 bits (1014), Expect = 0.0 
Identities = 1352/1519 (89%), Gaps = 7/1519 (0%) 
Strand = Plus / Plus 

Query: 108 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtac^ 167 

Mill IIIMIII II Mill Mill I IMMI Mill qifi 

Sbjct: 457 aggagtcggaaaatacagatccggaatattccacctcagctccgatgggaagtgctggat 516 
Ouerv- 168 aqcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 227 

^ Mill Mill Mill II HIM Ml lll l llllllll iiUUU 5 7 6 

Sbjct: 517 agccttctggcccagtacggcacagtggagaactgtgagcaagtgaacaccgagagtgag 576 

,» ^ca^aatstca^ 2.7 

Sbjct: 577 acggcggtggtcaacgtcacctactctaaccgggagcagaccaggcaagccatcatgaag 636 



RID= 1 06 1 9 1 1 853-27554-2290282.BLASTQ3, 



http^/www.ncbi.nlmnih. 



Query: 288 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgag 

II llllllll M I I I I I M I il I I I I I I I I I M MINIM II I I I I I I 1 M 
Sbjct : 637 ctaaatggccatcaactggagaaccatgccctgaaggtttcctacatacctgatgagcag 



347 



696 



Query: 348 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagccccgc 

llllllll M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 ! 1 1 1 1 1 Mill II llllll I 

Sbjct : 697 atagcacaaggtcctgagaatgggcgccgtggaggctttgggtctcgaggccagcccagg 



407 



756 



Query: 408 cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccctt 467 

HIM Mill II Mill Mill II I llllll MUM I' 

Sbjct : 757 caggggtcaccggtagcagcaggggcgccagccaagcagcagcaggtggacatccctctc 



816 



Query: 468 cggctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccatc 

llllllllll II llllllll II Mill IIMIMI Illllllll 

Sbjct : 817 cggctcctggtgcccacgcagtatgtaggcgccatcattggcaaggagggtgccaccatc 



527 



876 



Query: 528 cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcaggt 

if 1 1 1 1 1 1 1 i i i mi M 

Sbj ct : 877 cgaaacatcacaaaacagactcagtccaagatagacgtgcacaggaaggagaacgcgggg 



587 



936 



Query: 588 gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaag 647 

II II II II IMIMMIIIIIIMI llllllll lllllllllll II llllll 

Sbjct: 937 gctgcggagaaggccatcagtgtgcactcgacccctgaaggctgctcctcggcctgtaag 996 



Query : 64 8 atgatc t tggagat t atgcataaagaggctaaggacaccaaaacggctgacgaggt tccc 

IJIMi'l IIMIMI II Mill MIIMIMM Mill Mill llllll 

Sbj ct : 997 atgatcttggagattatgcacaaggaggcaaaggacaccaagacggcagacgaagttccc 



707 



1056 



Query: 708 ctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaac 

I T 1 1 1 lllllllllll M Mill MIIIMI llllllll llllll 

Sbj ct : 1057 ctgaagatcctggctcataataacttcgtggggcgactcattggaaaggaagggcggaac 



767 



1116 



Query: 768 ctqaagaaggtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagacctt 

Illllllll Mill Mill HIM M lllllllllll llllll 

Sbjct : 1117 ttgaagaaagtggagcaggatacagagactaagatcaccatctcctcgctccaggatctc 



827 



1176 



Query: 828 accctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcagg 

II II II II MUM I llllllll Ml II 

Sbjct : 1177 acgctctataaccctgaaaggaccataactgtgaagggggccattgagaactgctgcagg 



887 



1236 



Query: 888 qccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccatg 

^ II | UNIT I II llllllll I UN 

Sbjct : 1237 gctgagcaggagatcatgaagaaagttcgagaggcttacgagaatgacgtggctgccatg 



947 



1296 



Ouerv: 948 a gc- -tctcacctgatccctggcctgaacctggctgctgtaggtcttttcccagct 

: | || MIIIMI II IMIIII HIM II 

Sbjct : 12 97 agcttgcagtctcacctcatccctggtctcaacctggctgctgtcggtctcttcccagct 



1001 



1356 



Query : 1002 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctcc 

II II HIM MIMIIMIMM Mil MM I Ml MM II HIM 

Sbjct : 1357 tcttctagtgccgttccgcctcctcccagcagcgtcactggggctgctccctatggctcc 



1061 



1416 



RKN106191 1853-27554-2290282.BLASTQ3, http://www.ncbi.nlmnih.gov^last^l a s 



Query: 1062 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggc^ 1121 

II IMIIIIIIII llllllllllllll MINIM 1 1 1 1 I M I I I I I I I I I I I I I 
Sbjct : 1417 ttcatgcaggctccggagcaggagatggtacaggtgttcatccccgcccaggctgtgggc 



1476 



Query: 1122 gccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctcc 1181 

^ f|| II II I I I I I I I I II I M MIMMIMM IMIMI MIMMIMM 

Sbjct: 1477 gccatcatcggcaagaagggccagcacatcaaacagctctcccggttcgccagcgcctcc 1536 

Ouerv: 1182 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcactgga 1241 

iiiiiiiiiii mil 1 1 ii i ii 1 1 ii i ii ii 1 1 1 ii 1 1 Him iiiiiiiiiii ^ 

Sbjct: 1537 atcaagattgctccaccagaaacacctgactccaaagttcgaatggttgtcatcactgga 1596 
Query: 1242 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaac 13 01 

^ MIMI Mil II MMMMIMM IIIMIMI II II Mill 

Sbjct: 1597 cccccagaggctcagttcaaggctcagggaagaatctatggcaaactaaaagaagagaat 1656 
Query: 1302 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagca 1361 

I IMIMI III II I MINIMI MM 1 1 IMIMI I II I II II I M 1 1 

Sbjct: 1657 ttctttggtcccaaggaggaagtaaagctggagacccacatccgggtcccagcttcagca 1716 

Query: 1362 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggca 1421 

llllllllllllll III I Mill III IIIIIIIIIII III IMIMI Mill III 
Sbjct: 1717 gctggccgggtcattggcaaaggtggcaaaacggtgaatgagctgcagaacttgaccgca i//b 

Ouerv 1422 qctqaqgtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaaa 1481 

II II Ml Ml II II IIMIIIMIIIII II I MINIM 1836 

Sbjct: 1777 gccgaggtggtcgtgccgagagaccagaccccagacgagaacgaccaagtcattgttaag iS3b 
Query: 14 82 atcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggcc 1541 

IIIIIIIMIIIIIIIIMIIM llllllll II MIIMMMMMMMIMM 

Sbjct: 1837 atcatcggacatttctatgccagccagatggcccagcggaagatccgagacatcctggct 1896 
Query: 1542 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacggaggaagtga 1601 

II 1 1 1 1 1 1 1 1 1 i 1 1 1 1 MMIMMIMM MMMMMMIMM IIIMIMI 

Sbjct: 1897 caagttaagcagcagcaccagaagggacagagcaaccaggcccaggcacgaaggaagtga 1956 

Query: 1602 cca-gcccctccctgtccc 1619 

II MM I IIMIM 
Sbjct: 1957 ccccgccctttcctgtccc 1975 

> gi |3273748 | gb [ AF061569 . 1 1 AF061569 Mus musculus coding region determinant binding pr 
cds 

Length = 2223 

Score = 1892 bits (984), Expect =0.0 

Identities = 1345/1522 (88%), Gaps = 13/1522 (0%) 

Strand = Plus / Plus 

Query: 108 aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 167 

Mill llllllll II Mill MIMI IIIIIIIIIII II II &o& 

Sbjct: 365 aggagtcggaaaatacagatccgcaatattccacctcagctccgatgggaagtgctagat 424 
Query: 168 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 227 

iTl I III I II 1 1 1 II I ■ Ml Illllllllllllll I I 



RID=106191 1853-27554-2290282.BLASTQ3, http://www.ncbi.nlm.nih.gov/blast^las 
Sbjct: 425 agcctgctggctcagtacggtacagtggagaactgtgagcaagtgaacactgaaagtgag 484 

Query: 228 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 287 

Query ^ 1\f[\ \\ II I II I II I II I IN I I I _ 

Sbjct: 485 acagcggtggtcaacgtcacctactctaaccgggagcagaccaggcaagctatcatgaag 544 

Ouerv 288 ctqaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 347 

^ II Mill III II M Mill Mill Mill M I II 1 1 MM HI MM' 

Sbjct: 545 ctaaatggccatcaactggagaaccatgccctgaaggtctcctacatacctgatgagcag 604 
Query: 34 8 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagccccgc 407 

Ml 1 1 1 1 11 III Mill 1 1 II II II II 1 1 1 1 1 1 : 1 Ml MM I Ml MM 

Sbjct: 605 ataacacaaggtcctgagaatgggcgtcgtggaggctttgggtctcggggccagccccgg 664 
Query: 408 ca-gggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccct 466 

II Ml II II I MM Ml Mill MMMIMMIMM Mill Mill II II ^ 

Sbjct : 665 caaggg-tcgcccgtggcagcaggggctccagccaagcagcagccagtggacatccctct 723 
Ouerv : 467 tcqqctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccat 526 

Mill II II I 1 Mill! I I I 

Sbjct: 724 ccggctcctggtgcctacgcagtatgtaggcgctatcattggcaaggagggtgccaccat 783 
Query : 527 ccgcaacat cacaaaacagacccagtccaagat agacgtgcataggaaggagaacgcagg 586 

Mill MIMII'1 I 

Sbjct: 784 ccgaaacatcacaaaacagacgcagtccaaaatagacgtgcataggaaggagaatgcggg 843 
Query: 587 tgcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaa 646 

II II II II lllllll Mill II II 1 1 II II 

Sbjct : 844 cgctgcggagaaggccatcagcgtgcattcaacccctgaaggctgctcctccgcgtgcaa 903 
Ouerv: 647 qatqatcttggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttcc 706 

1 1 Mill II I Mill Ill MM I II I M M Mill 

Sbjct : 904 gatgatcttggagattatgcacaaggaggcaaaggacaccaaaacggcagatgaagttcc 963 
Ouerv: 707 cctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaa 766 

Mllll Ml Mill Mill I III MIIIIMI Mill 

Sbjct : 964 cctgaagatcctggctcataacaacttcgtcgggcgactcattggcaaggaaggccggaa 1023 
Ouerv: 767 cctqaaqaaggtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagacct 82 6 

minium urn ii ii i Minimi in i i infl7 

Sbjct: 1024 cctgaagaaggtggagcaggacacagagacgaagatcaccatctcatcgctccaggacct 1083 
Query: 827 taccctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcag 886 

II || II MMIMMMMMMMMIMIMM Mill Mill llllllll _ 

Sbjct: 1084 cacgctctataaccctgagaggaccatcactgtgaagggcgccattgagaactgttgcag 1143 
Query: 887 ggccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccat 946 

Mill lllllll II Mllll II II M I _ 

Sbjct: 1144 ggccgagcaggagatcatgaagaaagttcgagaggcttacgagaacgacgtggccgccat 1203 
Ouerv: 947 qaqct- -c- -tc- -acctgatccctggcctgaacctggctgctgtaggtcttttcccagc 1000 

Mil I II 1 1 1 1 llllllll II MM IMIMIMM I MM llllllll 



RIEN 1 06 1 9 1 1 85 3-275 54-2290282 .BLASTQ3 , 



http:/Avww.ncbi.nl^l.nih.gov^las^/Blas 



Sbjct: 1204 gagcttgcagtcccacctcatccctgggcttaacctggctgctgtaggtctcttcccagc 1263 



Query : 1001 ttcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctc^ 

| | | | ) I 1 I I I t I Mill M I I i I I I 1 I I I I M MM I I II I I I I M II I I I I M I 
Sbjct: 1264 ttcatccagcgctgtccctcctcctcccagcagtgtcactggggctgctccctatagctc 



1060 



1323 



^ry. 1M i tTTnmT?TiiTT c TTTTTTTT?TiMi 9 TrTTTiTnTit?TT?iTTMT a Tm? 

Sbjct : 1324 cttcatgcaggctccggagcaggagatggtacaagtgttcatccccgcccaggctgtggg 



1120 



1383 



Query: 
Sbjct: 



1121 



cqccatcatcggcaagaaggggcagcacatcaaacagctctcccggttt-gccagcgcct 117 9 

IIMIIMI III II III I II Mill M MINIM Ml MIIIIMM 

13 84 cgccatcattggcaagaagggccagcacatcaaacaactctcccg-tttcgccagcgcct 1442 



Query: 1180 ccatcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcactg 

I MM MIIMIMM Ml Mill lllllllll 

Sbjct : 1443 ccatcaagattgctccaccagaaacacctgactccaaagttcgaatggtcgtcatcactg 



1239 



1502 



Ouerv: 1240 qaccqccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggaga 1299 

1 1 1 IN 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 ! I 1 1 1 IIMIIIIIII II II MM 

Sbjct: 1503 gacccccagaggctcagttcaaggctcagggaagaatttatggcaaactaaaagaagaga 



1562 



Ouerv: 13 00 acttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcag 

| ; I I I II ' I : 1 . 1.11,1111 Mill MIMMMMIM II II II MM 

Sbjct : 1563 atttctttggtcccaaggaggaagtaaagctagagacccacatacgggttccggcttcag 



1359 



1622 



Ouerv: 13 60 cagctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacgg 1419 

MM Mill Mill 1 1 1 1 1 1 1 1 II in MM III lllllll Mill I 

Sbjct : 1623 cagccggccgcgtcatcggcaaaggcggcaaaacggtgaatgagctgcagaacttgactg 



1682 



Query: 1420 cagctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtga 1479 

I IT I iTlTTlTTl 1 1 1 1 MM II MM II II MM Mill II 1 

Sbjct : 1683 cagctgaggtggtagtgccaagagaccagaccccggatgagaacgaccaagtcattgtta 



1742 



Query: 14 80 



aaatcatcqqacatttctatgccagtcagatggctcaacggaagatccgagacatcctgg 153 9 

I MIMMMMIM MUM MIIMIMM 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 II 

Sbjct : 1743 agatcatcggacatttttatgccagccagatggctcagcggaagatccgagacatcctgg 



1802 



Querv: 1540 cccaggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacggaggaagt 1599 

I II llllllll Mill IN' II MM Mill Ml MIIIIMM 

Sbjct : 1803 ctcaagttaagcaacagcaccagaagggacagagcaacctggcccaggctcggaggaagt 



1862 



Query: 1600 gacca-gcccc-tccctgtccc 1619 

MM Mill III MUM 

Sbjct: 1863 gaccccgccccctcc-tgtccc 1883 

> gi | 31560605 jref I NM 009951.21 Mus musculus insulin- like growth factor 2, binding pro 
(Igf2bpl) , mRNA 
Length = 2780 

Score = 1886 bits (981), Expect =0.0 

Identities = 1343/1521 (88%), Gaps = 11/1521 (0%) 

Strand = Plus / Plus 



RID=1 06 1911 853-27554-2290282.BLASTQ3, 



http:/Avww.ncbi.nlm.nih.gov/blast/Blas 



Query : 108 aggagccggaaaattcaaatccgaaatattccaccccagrt^ 

Mill IIIIIIII II M M lllllllllll i I M ! I I I I I I Ml I M M II 
Sbjct : 513 aggagtcggaaaatacagattcgcaatattccacctcagctccgatgggaagtgctagat 



167 



572 



227 



Query- 168 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 

lllllllllllllllll I Mill Illllllllllll II MINI 

Sbjct: 573 agcctgctggctcagtacggtacagtggagaactgtgagcaagtgaacactgaaagtgag 632 



Query: 228 acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 287 

II II IIIIIII IIIIIIII II llllllillllllllllllllll MINIMI 
Sbjct: 63 3 acagctgtggtcaacgtcacctactctaaccgggagcagaccaggcaagctatcatgaag 



692 



Query: 288 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 347 

IIIIIII Mill M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 lllllllllll 

Sbjct: 693 ctaaatggccatcaactggagaaccatgccctgaaggtctcctacatacctgatgagcag /sz 



Query: 34 8 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagcccc-g 

Ml I II M MIIIMMMIN II II IIIIIIII IIIIIIII IIIIIII I 

Sbjct : 753 ataacgcaaggtcctgagaatgggcgtcgtggaggctttgggtctcggggccagccccgg 



406 



812 



Query: 407 ccagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccct 466 

I MM II II IIIIIIII HIM IIIIIIIIMMIIII MINIMUM II 

Sbjct: 813 caaggg-tcgcccgtggcagcaggggctccagccaagcagcagccagtggacatccctct 



871 



Query: 467 tcggctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccat 526 

I II M II M II I II II MINIM II II II MMMIMIMN IIIIIIII 

Sbj ct : 872 ccggctcctggtgcctacgcagtatgtaggcgctatcattggcaaggagggtgccaccat 



931 



Query: 527 ccgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcagg 586 

III IIIMIIIIIIIIIIII MINIM II IMIIMIMM II II 

Sbjct: 932 ccgaaacatcacaaaacagacgcagtccaaaatagacgtgcataggaaggagaatgcggg 991 



Query: 587 tgcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaa 

IIIIIIII IMIIIII Mill II MINIM INIIINNINI II II 

Sbjct : 992 cgctgcggagaaggccatcagcgtgcattcaacccctgaaggctgctcctccgcgtgcaa 



646 



1051 



Query: 647 gatgatcttggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttcc 

lllllllllllllllllllll II INN NNNNNNINN II II INN 

Sbjct : 1052 gatgatcttggagattatgcacaaggaggcaaaggacaccaaaacggcagatgaagttcc 



706 



1111 



Ouerv : 707 cctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaa 

^ llllllllll Ml Mill II Mill MMMMMMIMM Mill 

Sbjct : 1112 cctgaagatcctggctcataacaacttcgtcgggcgactcattggcaaggaagggcggaa 



766 



1171 



Ouerv 767 cctqaaqaaqgtagagcaagataccgagacaaaaatcaccatctcctcgttgcaagacct 

IMIMIMIII Mill II II Mill II MMIIIIMI III I I I 

Sbjct : 1172 cctgaagaaggtggagcaggacacagagacgaagatcaccatctcatcgctccaggacct 



826 



1231 



Query: 827 taccctttacaaccctgagaggaccatcactgtgaagggggccatcgagaattgttgcag 886 

I 1 1 1 M 1 1 1 II 1 1 M 1 1 1 1 1 1 1 1 M 1 1 1 1 1 Mill Mill IIIIIIII 

Sbjct: 1232 cacgctctataaccctgagaggaccatcactgtgaagggcgccattgagaactgttgcag 1291 



RID= 1 06 1 9 1 1 85 3-27554-2290282.BLASTQ3 , 



http://www.ncbi.nlm.nih.gov^last^Blas 



Query : 887 qqccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatgtggctgccat 

ill 111 1 1 ITTI M HI! MM IMM 1 1 MMI M MMI 1 1 1 1 1 

Sbjct : 12 92 ggccgagcaggagatcatgaagaaagttcgagaggcttacgagaacgacgtggccgccat 



946 



1351 



1000 



Ouerv 947 qagc-t-c--t--cacctgatccctggcctgaacctggctgctgtaggtcttttcccagc 

Q ^' in mi in ii ii ii 1 1 ii 1 1 1 1 inn 

Sbjct: 13 52 gagcttgcagtcccacctcatccctgggcttaacctggctgctgtaggtctcttcccagc 1411 



Query: 1001 



Sbjct : 



ttcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctccctatagctc 1060 

llllllllllll Mill II M M M II MIMMMMMMIMM 

1412 ttcatccagcgctgtccctcctcctcccagcagtgtcaccggggctgctccctatagctc 1471 



Query: 1061 ctttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgcccaggcagtggg 112 0 

Ml lllllllllll IMIIMMIMM 1 1 IMM llllllllllllll IMM 

Sbjct: 1472 cttcatgcaggctccggagcaggagatggtacaagtgttcatccccgcccaggctgtggg 



Query: 1121 cgccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttgccagcgcctc 

1 , 1 1 1 1 1 1 1 || II I M II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 , 1 1 II lllllllllll 

Sbjct : 1532 cgccatcattggcaagaagggccagcacatcaaacaactctcccgcttcgccagcgcctc 



1180 



1591 



Query: 1181 catcaagattgcaccacccgaaacacctgactccaaagttcgtatggttatcatcactgg 1240 

mi Minimi iiMiiiiiiiiMiiiiii in miiiiimi 

Sbjct: 1592 catcaagattgcaccaccagaaacacctgactccaaagttcgaatggtcgtcatcactgg lbbi 



Query: 1241 accgccagaggcccaattcaaggctcagggaagaatctatggcaaactcaaggaggagaa 

Ml llllllll M Mill lllillil^ll! 1 1 1 : 1 i I ' I II II Mill 

Sbjct : 1652 acccccagaggctcagttcaaggcccagggaagaatctatggcaaactaaaagaagagaa 



1300 



1711 



1360 



Query: 1301 cttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgccagcatcagc 

IIIIMIIMIIIIIIIII M llllllllllllll II II II Mill 

Sbjct: 1712 tttctttggtcccaaggaggaagtaaagctagagacccacatacgggttccggcttcagc 1771 



Query : 1361 agctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcagaatttgacggc 

Ml Mill Mill MMMM M M I M I II I I I Ml I I I M M IMM II 
Sbjct : 1772 agccggccgtgtcatcggcaaaggcggcaaaacggtgaatgagctgcagaacttgaccgc 



1420 



1831 



Ouerv 1421 agctgaggtggtagtaccaagagaccagacccctgatgagaacgaccaggtcatcgtgaa 

7 III MM 1 1 II I III MIIIIIMI lllllllllll Mill II M 

Sbjct : 1832 agctgaggtggtagtgccaagagaccagaccccggatgagaacgaccaagtcattgttaa 



1480 



1891 



Query: 1481 



Sbjct : 



aatcatcggacatttctatgccagtcagatggctcaacggaagatccgagacatcctggc 1540 

MMMIIIMIIIII MM MIIIIIMI M II I II 

1892 gatcatcggacatttctatgccagccagatggctcagcggaagatccgagacatcctggc 



1951 



Query : 1541 ccaggttaagcagcagcatcagaagggacagagtaaccaggcccaggcacggaggaagt^ 

II MMMM Mill MIMMMIMM MM MINIMI M I M 1 1 1 1 1 1 

Sbjct : 1952 tcaagttaagcaacagcaccagaagggacagagcaacctggcccaggctcggaggaagtg 



1600 



2011 



Query: 1601 acca-gcccc-tccctgtccc 1619 

Ml Mill III MUM 

Sbjct: 2012 accccgccccctcc-tgtccc 2031 



RIEN 1 06 1 9 1 1 853-27554-2290282.BLASTQ3, 



http:/Avww.ncbi.nlranih.gov/blast/Blas 



> gi 1 12851513 |cibj |AK013940 . 1 1 Mus musculus 13 days embryo head cDNA, RIKEN full-lengt 
library, clone : 3110001D23 product : insulin-like growth 
factor 2, binding protein 1, full insert sequence 
Length = 2780 

Score = 1886 bits (981), Expect = 0.0 

Identities = 1343/1521 (88%), Gaps = 11/1521 (0%) 

Strand = Plus / Plus 



Query: 
Sbjct : 



108 



513 



aggagccggaaaattcaaatccgaaatattccaccccagctccgatgggaagtactggac 167 

Mill llllllll II II II 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 II II 

aggagtcggaaaatacagattcgcaatattccacctcagctccgatgggaagtgctagat 572 



Query: 168 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaacaccgagagtgag 227 

II llllllll MM I II llllllll lllllllllllllllllllllll II MUM 

Sbjct : 573 agcctgctggctcagtacggtacagtggagaactgtgagcaagtgaacactgaaagtgag 632 



Query: 
Sbjct: 



228 



633 



acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaagccatcatgaag 2 87 

II II Mill II llllllll II lllllllllllllllllllllll 1 1 1 1 1 1 1 1 1 

acagctgtggtcaacgtcacctactctaaccgggagcagaccaggcaagctatcatgaag 692 



Query: 2 88 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatccccgatgagcag 347 

II llllllll M 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 

Sbjct: 693 ctaaatggccatcaactggagaaccatgccctgaaggtctcctacatacctgatgagcag 752 
Query: 348 atagcacagggacctgagaatgggcgccgagggggctttggctctcggggtcagcccc-g 4 06 

Ml I II II llllllllllllll II II llllllll llllllll lllllll I 

Sbjct : 753 ataacgcaaggtcctgagaatgggcgtcgtggaggctttgggtctcggggccagccccgg 812 
Query: 407 ccagggctcacctgtggcagcgggggccccagccaagcagcagcaagtggacatccccct 466 

I MM II II llllllll Mill llllllllllllllll llllllllllll II 

Sbjct : 813 caaggg-tcgcccgtggcagcaggggctccagccaagcagcagccagtggacatccctct 871 
Query: 467 tcggctcctggtgcccacccagtatgtgggtgccattattggcaaggagggggccaccat 52 6 

llllllllllllll ii llllllll ii ii ii llllllllllllll llllllll 

Sbjct : 872 ccggctcctggtgcctacgcagtatgtaggcgctatcattggcaaggagggtgccaccat 931 
Query: 527 ccgcaacatcacaaaacagacccagtccaagatagacgtgcataggaaggagaacgcagg 5 86 

Ml lllllllllllllllll MINIM lllllll EMI llllllll MM II II 

Sbjct : 932 ccgaaacatcacaaaacagacgcagtccaaaatagacgtgcataggaaggagaatgcggg 991 
Query: 587 tgcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcctccgcttgtaa 646 

II II II II llllllll Mill II llllllll llllllllllllll II II 

Sbjct : 992 cgctgcggagaaggccatcagcgtgcattcaacccctgaaggctgctcctccgcgtgcaa 1051 
Query: 647 gatgatcttggagattatgcataaagaggctaaggacaccaaaacggctgacgaggttcc 706 

lllllllllllllllllllll II Mill lllllllllllllllll II II Mill 

Sbjct: 1052 gatgatcttggagattatgcacaaggaggcaaaggacaccaaaacggcagatgaagttcc 1111 



Query: 707 cctgaagatcctggcccataataactttgtagggcgtctcattggcaaggaaggacggaa 766 

1 1 1 1 1 1 1 1 1 1 1 ( 1 1 1 Mill Mill II Mill lllllllllllllllll Mill 

Sbjct: 1112 cctgaagatcctggctcataacaacttcgtcgggcgactcattggcaaggaagggcggaa 1171 
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B NCBI 



results of ^J^Jl^^f 

pr-09-2003] 

-21269-1691103 . BLASTQ3 

Database: All GenBank+EMBL+DDB J+ PDB sequences (but no EST, STS, 
GSS, or phase 0, 1 or 2 HTGS sequences) 

1,886,208 sequences; 8,918,056,233 total letters 

Taxonomy reports 

Query= 

(3412 letters) 




Distribution of 80 Blast Hits on the Ouerv Seauence 


I Mouse -over to show defline and scores. Click to show alignments 


1 




Color Key for fllignnent Scores 






«i<-> 40-50 I mm • i 
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Sequences producing significant alignments: 




Si. 

ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 
ai 



27552765 



4191609 



4883680 



re| | NM 006548.2 [ Homo sapiens IGF-II mRNA-bindi 
Homo sapiens IGF-II mRNA-binding 
Homo sapiens IGF-II mRNA- 
Homo sapiens hepatocellul 



IBC021290.2 | 



3b 



gb 



23958572 



26093366 



26090647 



26097330 



AF117107 . 1 



AF057352 .1 



AF117107 



gb|BC023758.1 



dbj 



dbi 



dbj 



AK049196.1 



AK044984 . 1 



AK077404.1 



7656675 1 qb 1 AC02062 9 . 6 



27485839 



15552942 



27413166 



31873661 



19849375 



17298202 



33942111 



32451876 



ref 



emb 



XM 208686, 



AL596177.4 



qb|AC016961.28 



emb BX537583.1 



gb|AC104980.5 



AF 057352 

Mus musculus RIKEN cDNA C330012H. 
Mus musculus ES cells cDNA, RIK. 
Mus musculus 9.5 days embryo pa. 
Mus musculus 6 days neonate hea. 
Homo sapiens 12q BAC RP11-76E16 (. 
lj_ Homo sapiens similar to hepato. 
Human DNA sequence from clone R. 
Homo sapiens 3 BAC RP11-394J21 . 
HSM806243 Homo sapiens mRNA; cDN. 

clone . 



dbj 



ref 



Homo sapiens chromosome 8 
Homo sapiens genomic DNA, chrom 
NM 183029.1| Mus musculus RIKEN cDNA C33001 



AP004290.2 1 



qb|BC054552 . 1 | Mus musculus cDNA clone MGC:6242, 



Score 




E 


(bits) 


Value 


5107 


0 


. 0 


5105 


0 


.0 


3826 


0 


.0 


2675 


0 


. 0 


2182 


0 


. 0 


2182 


0 


.0 


2177 


0 


.0 


2165 


0 


. 0 


1873 


0 


.0 


1865 


0 


.0 


1759 


0 


.0 


1708 


0 


. 0 


1708 


0 


.0 


1665 


0 


.0 


1659 


0 


.0 


1240 


0 


.0 


1240 


0 


.0 
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9* 


27666189 


ref 


XM 221343.1 




28492961 


ref 


XM 193835.2 


gi 


30148117 


ref 


XM 291469.2 




18464262 


gb 


AC105413.3 | 




gi 


23355671 


gfc 


AC108670.10 






17737024 


gb 


AC009247 . 13 


A 


gi 


26082515 


db" 




AK031773.1 




gi 


27665993 


ref 


XM 221344.11 



Rattus norvegicus similar to I. 
Mus musculus RIKEN cDNA C33001. 
Homo sapiens similar to hepato. 
Homo sapiens BAC clone RP11-64A1. 
Homo sapiens 3 BAC RP11-218A22 . 
:009247 Homo sapiens 3q27 BAC . 
Mus musculus 11 days embryo hea, 



Rattus norvegicus similar to I... 302 



1221 


V . 0 


1175 


0 . 0 


827 


V . 0 


669 


0 . 0 


479 


e-131 


479 


e-131 


406 


e-109 


302 


3e-78 



Alignments 

> gil27552765|ref |NM 006548. 2| Homo sapiens IGF-II mRNA-binding protein 2 (IMP-2) , mR 
Length = 3642 

Score = 5107 bits (2656), Expect =0.0 
Identities = 2671/2686 (99%) 
Strand = Plus / Plus 



Query : 5 gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaaga 

IIIIIMIIIIIilltllMIM Illlllllll Mi I 

Sbjct : 9 gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaaga 



64 



68 



Query: 
Sbjct : 



65 



69 



qacqgatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacc 

in iiii iiiiiiiiiii mi 1 1 1 1 i 1 1 1 1 

gacggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacc 



124 



128 



Ouerv: 125 tccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccg 

I . , I ' I ! I 1 1 1 I III 1 1 1 1 1 1 : I : ! , 1 1 1 : 1 I : I 1 1 1 i I 1 1 . ! - I ' 

Sb j c t : 12 9 tccggcagc tct ttggggacaggaagctgcccc tggcgggacaggt cctgc tgaagtccg 



184 



188 



Ouerv: 185 qctacqccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctct 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Sb j ct : 18 9 gctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctct 



244 



248 



Ouerv: 245 cqggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagc 

II IIII IIIIIIIIIII III Mill M II Illlllllll Illlllllll 

Sbjct : 24 9 cgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagc 



304 



308 



Ouerv: 305 taaqqagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgg 

llllllllllllllll i i M mi i ii ii mi 

Sbjct : 309 taaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgg 



364 



368 



Querv : 365 atggac tt t tggc tcaat atgggacagtggagaatgtggaacaagtcaacacagacacag 

iiiii 1 1 i i iii ii iiiii iiiii i in i 

Sbjct : 369 atggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacag 



424 



428 



Ouerv: 425 aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggaga 

Mlllllllllllllllllllll Illlllllll UIM 

Sbjct : 42 9 aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggaga 



484 



488 



Querv: 485 agctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaag 

iiiiiiiiiii ii Mini mill 

Sbjct : 489 agctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaag 



544 



548 



Query: 545 



aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagc 604 
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Sbjct: 549 



MMIIIIIIIII INN IIIIIIIIMIMMMIIII MM IMIIIMIMIIIIM 

aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagc 



608 



Query : 605 aaggccacgcccctgggggcacttctcaggccagacagattgatt^ 

^ IIIIIIIMIIIIillllllMllllilllllMllillllllllllllllllllliiM 

Sbjct : 609 aaggccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcc 



664 



668 



Query: 
Sbjct: 



665 



669 



tQqtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaaca 

lllllllllllll III Mill MM Mill Illlll Mill 

tggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaaca 



724 



728 



Query: 725 tcactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcag 

^ IIIIIIIIIITIIIIIIIIIIIIIM 

Sbjct: 729 tcactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcag 



784 



788 



Query: 
Sbjct: 



785 



789 



aqaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattc 844 

lllllllllllllllllllllllllllllllllllllllllllll HMIIMI 

agaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattc 84 8 



Ouerv 845 ttqaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaa 904 

^ 1 1T1 1 1 1 1 1 iTi i?i i iTiTTi iii 1 1 m m 1 1 ii i ii ii ii 1 1 ii i ii 1 1 go8 

Sbjct : 849 ttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaa 90b 



Query : 
Sbjct : 



905 



909 



tcttqgcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaaga 

I I ! 1 1 1 1 1 ' 1 ' 1,111 1 1 1 1 1 ' I , I II I M I I I I I II I I I I II I I I 

tcttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaaga 



964 



968 



Query: 965 aaattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatat 1024 

Y 1 1 1 1 iTi 1 1 1 IT 1 1 1 1 ITTT 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sb j ct : 969 aaattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatat 



1028 



Query: 1025 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgaga 

|'| Ml MlM IM MM I > i Ml MIMIMIMM II I 

Sbjct : 102 9 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgaga 



1084 



1088 



Query: 1085 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaaccaac 1144 

,| MM 1 II MMIMMMMM IMMMMMMIMMMMMIMMMI 

Sbjct : 1089 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaaccaac 



1148 



Ouerv 1145 aaqccaatctgatcccagggttgaacctcagcgcacttggcatcttttcaacaggactgt 12 04 

^ I Ml 1 1 1 1 1 MM 1 1 1 iTTTl M I : I : ' 1 1 1 1 1 1 1 1 ! 1 1 1 : Illlll 

Sbjct: 1149 aagccaatctgatcccagggttgaacctcagcgcacttggcatcttttcaacaggactgt 1208 



Query: 1205 ccgtgctatctccaccagcagggccccgcggagctccccccgctgccccctaccacccct 1264 

Illlll! MMMMMMM IMMMMMMMMMIIIMMMMIIMM 

Sbjct : 1209 ccgtgctatctccaccagcagggccccgcggagctccccccgctgccccctaccacccct 



1268 



Ouerv 1265 tcactacccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcc 1324 

MMMMMIMIMMIIIIIMIM MM lllllllllllll 

Sbjct : 1269 tcactacccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcc 



1328 



Query: 1325 cgcatcatcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctg 1384 
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Sbjct : 



IMMMMIMMMMIMMMMIMMMMMMMIMMMIMMIIMII 

1329 cgcatcatcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctg 1388 



1385 ffifffin h i N???u?n?n^ 

Sbjct : 13 89 tgggcgccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggag 



1444 



1448 



Query: 1445 cctctatcaagattgcccctgcggaaggcccagacgtca^ 1504 

M 1 1 1 1 1 1 : !M 1 1 1 1 1 J , 1 1 1 1 1 M I :M 1 1 i 1 1 , 1 1 1 1 M I M i 1 1 1 1 1 1 MM 1 1 1 

Sbjct : 1449 cctctatcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatca 



1508 



Query: 1505 ccgggccaccggaagcccagttcaaggcccagggacggatct« 

^ Mill IMIII IMIIIIIIIIIIIIII llllllllllllllll II Ml INI iiiiiii 

Sbjct : 1509 ccgggccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagagg 



1564 



1568 



Query: 1565 aaaacttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccc^ 

IIIIMIIIMIMIIIIIIIMIMIIIIIIIIIMIIIIIIIIIIIIIIIII 

Sbjct: 1569 



aaaacttctttaaccccaaagaagaagtgaagctgga 



1624 



1628 



Query: 1625 ccacagctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaa^ 1684 

1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 MM M 1 1 1 1 1 1 1 1 1 1 1 1 1 M M I II II lfi88 

Sbjct: 1629 ccacagctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaa lbBB 

Query: 1685 ccagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcg 1744 

IIIIIIMMMIMIIMMMMMIMMMMMIMIMM IIIIIIMI i7dfl 

Sbjct: 1689 ccagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcg 1748 



0uetY ' 1745 nTffimffffimmiiTO 

Sbjct : 174 9 tcagaattatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattg 



1804 



1808 



Query : 1805 tacaacaggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagca 

1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 

Sbjct : 1809 tacaacaggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagca 



1864 



1868 



Query: 1865 



Sbjct: 



aqtqaqqctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctga 1924 

iiiiiiiiiiiiiiiiiiiiiiiiiini mmmmmimmimmimi 

1869 agtgaggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctga 



1928 



Query : 1925 cagaatgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaat 

M 1 1 1 1 II IN 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M M 1 1 M 1 1 M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 

Sbjct: 1929 cagaatgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaat 



1984 



1988 



2044 



oue^: 1985 ftTTmTTTTTTT?T??T?TT?T?TTT?TT??TTT??T?T?T?TTt?TTT???T?T?TT 

Sbjct: 1989 gagaagtctgcggaggcggccagggactctgccgaggccctgagaaccccaggggccgag 2048 



Ouerv* 2 045 qaqqqqcqggqaaqqtcagccaggtttgccagaaccaccgagccccgcctcccgcccccc 

Query. f tTTTT 1 TTTT I Mil I III I Mil I III I I I i MUM iiiiiii 

Sbjct : 204 9 gaggggcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccgcccccc 



2104 



2108 



Query: 2105 agggcttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactcc 2164 
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Sbjct : 



IMIIIMIIII 1 1 M 1 1 MIIIIIMIIIIMMII II II MIIIMMMI Mlllll 

2109 agggcttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactcc 



2168 



Ouerv 2165 cacqacgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaa 2224 

Query. ^ , ,f , |f , | | , | | | , | , | |f | |f | | | | | | | | | | | I I I I I II II II I I II II I I || 

Sbjct: 2169 cacgacgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaa 2228 

Query: 2225 tgcacaccctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaaggga 2284 

Y IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIM IIIIIIIIMIII „ flft 

Sbjct: 2229 tgcacaccctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaaggga 2288 

Query: 2285 agatgttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatata^ 2344 

IIIIIIIIIIIIIIIIIIIIIMMIM I M 1 1 1M I N I MM I MM Ml 1 1 

Sbjct: 2289 agatgttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatatttta 2J4B 



Query: 2345 



Sbjct: 



qaaataatatatcaaataactcaactaactccaatttttaatcaattattaannnnnnnn 2404 

I I I I I I I II I I I I I I i I I I I i I M ' , I I I I I I I I I I M I I I I I I I I I I M I i 
2349 gaaataatatatcaaataactcaactaactccaatttttaatcaattattaatttttttt 2408 



Query: 2405 nnnnnnnaaagagaaagcaggcttttctagactttaaagaataaagtctttgggag^ 2464 

^ IMIMMMMMMMMMMI Mill IMIIIMIIII 

Sbj ct : 2409 tctttttaaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtct 



2468 



Query: 2465 cacggtgtagagaggagctttgaggccacccgcacaaaattcacccagag^ 2524 

1 1 1 1 li I M M I II 1 1 1 M M II 1 1 II 1 1 M M I II I M II II IMIIIMIIII 9 „ R 

Sbjct: 2469 cacggtgtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcg ^b^a 
Ouerv 2525 tcqqaaqqacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgt 2584 

MIIIIIIIIIIIMIIIMIIMIIIIIM MIM IIIMM I IMMI II Ml 

Sbjct: 2529 tcggaaggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgt 2588 



Query: 2585 



Sbjct : 



ctccttgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctc 2644 

MIIMIIIIIIIMIMIIIIIIIIMIIIMIIIIIIIIIIIIIIIIIMMMMII 

2589 ctccttgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctc 2648 



Query: 2645 
Sbjct: 2649 



tttqcttcacaggttttaaactggttttttgcatactgctatataa 2690 

MM III II III II II I II IIIIIIIIMIII II MINI OCQA 

tttgcttcacaggttttaaactggttttttgcatactgctatataa 2694 



Score = 1058 bits (550), Expect = 0.0 
Identities = 609/665 (91%), Gaps = 2/665 (0%) 
Strand = Plus / Plus 



Ouerv 2749 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 2808 

' | MIMMMIIMMMIMIIIMIIIMMMIIIIIMI 

Sbjct : 2753 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcaccccccccccc 



2812 



Query: 2809 nnaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2868 

^ i ii 1 1 1 iii 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 i Minimi 

Sbjct : 2813 c-aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 



2871 



Query: 2 869 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2 92 8 



RIEN106191 1546-21269-1691 103.BLASTQ3, http^/www.ncbi.nlmnih.gov/blast^las 

Illlllllllllll 1 * ' I II M I I I I I M 1 1 1 1 M I ' ' I ' ' ' ' 'i ' " ' ' ' 2931 

Sbjct: 2872 aaccagcctcaact tacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2931 

Ouerv* 2929 qcqttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2988 

Query. f ,f, , , |ff , ,f ,ff f I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I _ 

Sbjct: 2932 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2991 

Query: 2989 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3048 

^ Ml Illlllllllllllll I I I I I I I I I i JINN ^ 

Sbjct: 2992 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3051 

Ouerv- 3049 ttcaqcaaaatgattcctttctttnnnnnnnnnnn- tgtggaggaaagtagaaatttacc 3107 

Illlllllllllllll I MMMMIMMMMMMIM 

Sbjct: 3052 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3111 
Ouerv- 3108 aaqqttqttqqcccagggcgttaaattcacagannnnnnnaacgagaaaaacacacagaa 3167 

iiiiiiiiiiiiiiii 1 1 ii iiiiiin i ii ii mill 1 1 1 1 , l7l 

Sbjct: 3112 aaggttgttggcccagggcgttaaattcacagatttttttaacgagaaaaacacacagaa 3171 
Ouerv 3168 qaaqctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3227 

Till Ill IINIMIIIIIIIIIIIIIIIIIIIMI 

Sbjct: 3172 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3231 
Ouerv* 3228 qtaaaqctqatagttggagcannnnnnnnnnnnnnnaataaaaatgagttggnnnnnnnn 3287 

Tl 1 1 ITI ITI 1 1 1 1 1 1 1 1 1 1 1 Illlllllllllllll 

Sbjct: 3232 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 3291 
Query: 3288 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3347 

Mill Illlllllllllll Ill INN wi 

Sbjct: 3292 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3351 
Ouerv: 3348 attqtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3407 

lllll MIMI Mill I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 3352 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 3411 

Query: 3408 tattt 3412 
lllll 

Sbjct: 3412 tattt 3416 

> qi | 33 878041 ]gblBC02 1290 .2 | Homo sapiens IGF- II mRNA-binding protein 2, mRNA (cDNA c 
MGC:29539 IMAGE : 5090334 ) , complete cds 
Length = 3633 

Score = 5105 bits (2655), Expect =0.0 
Identities = 2670/2685 (99%) 
Strand = Plus / Plus 

Query : 6 cggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaagag 65 

Ml II I I IMII Ill I II _ 

Sbjct : 1 cggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaagag 60 

Query : 66 acggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacct 125 

I II III II I Ml II I II Illlllllllllll Illlllllllllllllllllll _ n 

Sbjct: 61 acggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacct 120 



RID= 1 06 1 9 1 1 546-2 1 269- 1 69 1 1 03 .BLASTQ3 , 



http:/Avww.ncbi.nlmnih.gov^last/Blas 



Query : 


126 


Sbjct : 


121 


Query: 


186 


Sbjct : 


181 


Query: 


246 


Sbjct : 


241 


Query: 


306 


Sbjct : 


301 


Query: 


366 


Sbjct: 


361 


Query: 


426 


Sbjct : 


421 


Query: 


486 


Sbjct: 


481 


Query: 


546 


Sbjct : 


541 


Query: 


606 


Sbjct : 


601 


Query: 


666 


Sbjct: 


661 


Query: 


726 


Sbjct: 


721 


Query: 


786 


Sbjct: 


: 781 


Query: 


: 846 


Sbjct : 


: 841 



ccggcagctctttggggacaggaagctgcccctggc^ 185 

lillMMMIMIIIIillllMllilillililM IIIIIIIIIIIIMIM 

ccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccgg 



180 



ctacqccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctctc 245 

HMIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIilllllllllllllllll 240 

ctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctctc 240 



qqqtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagct 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiimiiiiiiiiiiiiiiiiiii 

gggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagct 
aaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgga 

MllllllillMIIIIIM illillMIIIIIIIIIIMIIIIIIII IMIM 

aaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgga 
tggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacaga 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIMIMMIIII II 

tggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacaga 



305 



300 



365 



360 



425 



420 



aaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggagaa 485 

iiiiiiimiiiiiiiiiiiM iiiiiii i iiiiiiiiiiiiii 

aaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggagaa 



480 



f°Mt!n!finn?nni?nHnnninmnMiitiinnf!iHim 

gctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaaga 
ggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcc^ 

llliilillllllllllMIIIMM IIMIIIIIIM MIIIMIIIII 

ggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagca 
aqqccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcct 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

aggccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcct 
qqtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaacat 

iiiiiiiiiiiiii ii I'liiiiiii'i i hi 

ggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaacat 



545 



540 



605 



600 



665 



660 



725 



720 



cactaaqcaqacccagtcccgggtagatatccatagaaaagagaactctggagctgcaga 785 

mMTlllllllllllllllllllllMMIMIIIIIIIIIMIIIIIIMIIIIIII 

cactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcaga 



780 



gaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattct 845 

IHIIIIIIIIIIIII MIIIIIIIIIIMIIIM 1 1 M IN IMMMM I 

gaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattct 



840 



TTTTTTTTTTTT?TTTTTTTiTfTT7TTT?TTTTTTTT??TM?T?TiTT?T?TTTTTTT 

tgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaat 



905 



900 



RID=106191 1546-21269-1691 103.BLASTQ3, 



http*7/www.ncbi.nlm.nih.gov/blast/Blas 



Query : 906 cttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaagaa 

m i TT i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i iii i i i i i i 

Sbjct : 901 cttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaagaa 



965 



960 



Sbjct : 961 aattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatata 



1020 



Query: 1026 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgagat 1085 

IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMIMIMMII 

Sbjct: 1021 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgagat 1080 
Ouery: 1086 agagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaaccaaca 1145 

IlililMMIIIIIIIIIillllllllllMIMIIIIIIIIIIIM I I I 

Sbjct: 1081 agagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaaccaaca 1140 
Ouerv: 1146 agccaatctgatcccagggttgaacctcagcgcacttggcatcttttcaacaggactgtc 1205 

Q ^ if iifiiiiiiTTTiiTlllllllllllillllllllllllllMllMilMll 

Sbjct: 1141 agccaatctgatcccagggttgaacctcagcgcacttggcatcttttcaacaggactgtc 1200 



Query: 1206 cgtgctatctccaccagcagggccccgcggagctccccccg^ 1265 

MMIMMMIMIMIMMiMMMMIMMIMMMMMMIMMMIMI 

Sbjct : 1201 cgtgctatctccaccagcagggccccgcggagctccccccgctgccccctaccacccctt 



1260 



Query: 12 66 



Sbjct: 



cactacccactccggatacttctccagcctgtacccccatcaccagtttggcccgttccc 1325 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMIIIIIIIIIIIIIMIIIMIIMII 

12 61 cactacccactccggatacttctccagcctgtacccccatcaccagtttggcccgttccc 



1320 



Query: 1326 



Sbjct: 



gcatcatcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgt 1385 

ilMIMMMIMIMIMMMMIMMIIMMMMMIMMMMIIMIMI 

1321 gcatcatcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgt 



1380 



Ouerv* 13 86 qqqcgccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagc 144 5 

Query. ggg^ | | ( ( ( ( 999^ 9^ ^999^ ( | | | | | | | | | | | I I I I I I I I I I I I I I I 

Sbjct : 1381 gggcgccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagc 



1440 



Query: 1446 ctctatcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcac 1505 

MMMIIMMMIMMMMIMMMMMMIMMIIMMIMMMIIMM 

Sbjct : 1441 ctctatcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcac 



1500 



Query : 1506 cgggccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagagga 

IMII MINIMI MIIIMilllllllllllillllllllllilllllllM 

Sbjct : 1501 cgggccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagagga 



1565 



1560 



Query: 1566 aaacttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttc 1625 

MMIMMMMIMIMMIMMMMMMIMMMIMIIMIIMMMIMI 

Sbjct : 1561 aaacttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttc 



1620 



Query: 1626 cacagctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaac 1685 

Mill IMIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIMI Mill 

Sbjct: 1621 cacagctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaac 1680 



RID=106191 1546-21269-1691 103.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast^Blas 



Query: 1686 cagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgt 1745 

IIIMMMIMIMMMIMMMMIMMIMMMMIMIMMIMMIMM 

Sbjct : 1681 cagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgt 



1740 



Ouerv 1746 caqaattatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgt 1805 

MIMIMMIIIIMIMM Illllllllllllll Mil 

Sbjct : 1741 cagaattatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgt 



1800 



Query: 1806 acaacaggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaa 1865 

^ iiiiiiiiiiiiiiiiiiini iiiiiiiiiiiiiiiiini " 

Sbjct : 1801 acaacaggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaa 



1860 



Query: 1866 qtgaggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgac 1925 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1861 gtgaggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgac 



1920 



Query: 1926 agaatgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatg 1985 

I II J 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M i I i 1 1 1 1 1 1 Ml 

Sbjct : 1921 agaatgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatg 



1980 



Ouerv: 1986 aqaagtctgcggaggcggccagggactctgccgaggccctgagaaccccaggggccgagg 2045 

III II I MINI I II II I III I II I II III II I I onAn 

Sbjct: 1981 agaagtctgcggaggcggccagggactctgccgaggccctgagaaccccaggggccgagg 2040 

Query: 2046 aggggcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccgcccccca 2105 

Q uey ifffflftfTllflMIIIIIIIII II II M , inn 

Sbjct: 2041 aggggcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccgcccccca 2100 



Ouerv 2106 qqqcttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactccc 2165 

fllll II III II I II I MM I Ml Ml llll Illllllllllllll II II Mill 

Sbjct : 2101 gggcttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactccc 



2160 



Query : 
Sbjct : 



2166 



acqacqctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaat 2225 

IIIIIIIIIIIIIIIIIIIIMIII IIIMM MUM I 

2161 acgacgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaat 



2220 



Query: 2226 gcacaccctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaa 2285 

Q ^ III Mill Mill II II MM I II M I II M I I 

Sbjct : 2221 gcacaccctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaa 



2280 



Query: 2286 gatgttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttag 2345 

lillllltllllililtlllillt Ml Mill I I Mill ^ 4Q 

Sbjct: 2281 gatgttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttag 2340 

Ouerv* 2346 aaataatatatcaaataactcaactaactccaatttttaatcaattattaannnnnnnnn 2405 

| | I I I I II I M I I I I M I II I I I I I I M I II I I I I M M I M M M I II I I 
Sbjct: 2341 aaataatatatcaaataactcaactaactccaatttttaatcaattattaattttttttt 2400 



Query: 2406 nnnnnnaaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctc 2465 

M | II I II II II II I I I M II I I I I I I I I II M I I I I I M M I I II I I I I I II I 
Sbjct : 2401 ctttttaaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctc 



2460 



RIEN106191 1546-21269-1691 103.BLASTQ3, http://www.ncbi.nlmnih.gov^ast^las 



Query: 2466 acggtgtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgt 2525 

llllllllllllllll I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I N I I „ 2fl 

Sbjct: 2461 acggtgtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgt 2520 

Query: 2526 cggaaggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtc 2585 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I MM Ml 

Sbjct: 2521 cggaaggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtc 2580 

Query: 2586 tccttgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctct 2645 

llllllllllllllllllll Illllllllllllllllllllll MM ?640 

Sbjct: 2581 tccttgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctct 2640 
Query: 2646 ttgcttcacaggttttaaactggttttttgcatactgctatataa 2690 

Ml Mill Mill II II I III II Mill Mlllll cqc 

Sbjct: 2641 ttgcttcacaggttttaaactggttttttgcatactgctatataa 2685 

Score = 1058 bits (550), Expect =0.0 
Identities = 609/665 (91%) , Gaps = 2/665 (0%) 
Strand = Plus / Plus 

Ouerv 2749 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 2808 

I lllllll II II llllllllllllllll Ml MM I III I 

Sbjct: 2744 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcaccccccccccc 2803 
Ouerv 2809 nnaqqcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2868 

I Ml II MM 1 1 III 1 1 MM lllllll I MM MM I Mill I II Mill _ 

Sbjct: 2804 c-aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2862 
Ouerv: 2869 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2928 

MMIIMMMIMMMIIIIIM MMIIIMIIII1I Ml M J, Ml 2922 

Sbjct: 2863 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2922 
Ouerv 2 92 9 qcqttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2 988 

IIIMMIIMIIIIMMMIMIIIIMIMI llllllllllllllll MM I ^ 

Sbjct: 2923 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2982 
Query: 2989 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3048 

Mill MUM Mill I M ^ 

Sbjct: 2983 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3042 
Ouerv 3049 ttcaqcaaaatgattcctttctttnnnnnnnnnnn-tgtggaggaaagtagaaatttacc 3107 

! 1 1 ! 1 1 1 ' ! . 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 II 1 1 MIMI 

Sbjct: 3 043 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3102 
Ouerv 3108 aaqqttqttqqcccagggcgttaaattcacagannnnnnnaacgagaaaaacacacagaa 3167 

IIIIIIIIIIIIMIIIIIIIIIIII MIMMMMI 

Sbjct: 3103 aaggttgttggcccagggcgttaaattcacagatttttttaacgagaaaaacacacagaa 3162 
Query: 3168 qaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3227 

1 1 II Mill Mill Mill Mill I MM 

Sbjct: 3163 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3222 



RIEN106191 1546-21269-1691 103.BLASTQ3, 



http://www.ncbi.nlmnih.gov/blast/Blas 



Query* 322 8 qtaaagctqatagttggagcannnnnnnnnnnnnnnaataaaaatgagttggnnimrmnn 

1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 Mi 1 1 

Sbjct : 3223 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 



3287 



3282 



Query : 3288 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 
| | | I ) I I I 1 1 I I I I I I 1 I I I I I I I I I I I I M I I 1 I 1 I I I I I I I I I I I I I I I 1 I I I 1 I 1 M 
Sbjct : 3283 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 



3347 



3342 



Ouerv* 3348 attqtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 

lllllllllllllllllllllll ii Milium MINN 

Sbjct : 3343 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 



3407 



3402 



Query: 3408 tattt 3412 

Mill 

Sbjct: 3403 tattt 3407 

> gi |4191609 | gb | AF117107 . l| AF117107 Homo sapiens IGF-II mRNA- binding protein 2 (IMP-2 
Length = 2010 

Score = 3826 bits (1990), Expect =0.0 
Identities = 2007/2014 (99%) , Gaps = 6/2014 (0%) 
Strand = Plus / Plus 

Query: 22 cgccgggtaccgggccg-ggggagccgcgggctctc-ggggaagagacggatgatgaaca 79 

Mil llllll I MM Mill MM III III Ml II minimi mini cc 

Sbjct: 1 C gccgggtacc--gccgtagggagccgc-ggc-ctcaggggaagagacggatgatgaaca 56 



Ouerv: 80 aqctttacatcgggaacctgagccccgccgtcaccgccgacgacctccggcagctctttg 

Y I II lllllllllllllllllllllll II I MUM llllll 1 1 llllll 

Sbjct : 57 agctttacatcgggaacctgagccccgccgtcaccgccgacgacctccggcagctctttg 



139 



116 



Query: 140 gggacaggaagctgcccctggcgggacaggtcctgctgaagtccggctacgccttcgtgg 199 

iff Milium ii iiiiiiiiii i mini ii iiiii minimi _ 

Sbjct : 117 gggacaggaagctgcccctggcgggacaggtcctgctgaagtccggctacgccttcgtgg 176 



Ouerv: 200 actaccccgaccagaactgggccatccgcgccatcgagaccctctcgggtaaagtggaat 

IIIIMIIIIIMIIIIIIIIIIMIIIIMIIIMIIIIIIIIIIIIMMIIIIIIM 

Sbjct : 177 actaccccgaccagaactgggccatccgcgccatcgagaccctctcgggtaaagtggaat 



259 



236 



Query : 260 tgcatgggaaaatcatggaagttgattactcagtctctaaaaagctaaggagcaggaaaa 

MM I llllll Ml I I MIM 

Sbjct : 237 tgcatgggaaaatcatggaagttgattactcagtctctaaaaagctaaggagcaggaaaa 



319 



296 



Query : 320 ttcagattcgaaacatccctcctcacctgcagtgggaggtgttggatggacttttggctc 

^ llllllllllllllllllll IMIIM IIIII 

Sbjct : 297 ttcagattcgaaacatccctcctcacctgcagtgggaggtgttggatggacttttggctc 



379 



356 



Ouerv: 3 80 aatatgggacagtggagaatgtggaacaagtcaacacagacacagaaaccgccgttgtca 

IMIIM llllll MINIMUM Ml Illllllll 

Sbjct : 357 aatatgggacagtggagaatgtggaacaagtcaacacagacacagaaaccgccgttgtca 



439 



416 



Query: 440 acgtcacatatgcaacaagagaagaagcaaaaatagccatggagaagctaagcgggcatc 499 



RID=106191 1546-21269-1691 103.BLASTQ3, http://www.ncbi.nlm.nih.gov/blastmias 

| I I 1 I ! t k 1 | 1 I I j I 1 I I I I 1 I I I I I I I I i I I I I I ! 1 1 

Sbjct: 417 acgtcacatatgcaacaagagaagaagcaaaaatagccatggagaagctaagcgggcatc 476 

Query: 500 agtttgagaactactccttcaagatttcctacatcccggatgaagaggtgagctcccctt 559 

^ llllllllllllllllllllllllllll Mill Illllllllllllll 

Sbjct: 477 agtttgagaactactccttcaagatttcctacatcccggatgaagaggtgagctcccctt 536 
Query: 560 cgccccctcagcgagcccagcgtggggaccactcttcccgggagcaaggccacgcccctg 619 

^ mi iiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiii kqk 

Sbjct: 537 cgccccctcagcgagcccagcgtggggaccactcttcccgggagcaaggccacgcccctg 596 
Query: 62 0 ggggcacttctcaggccagacagattgatttcccgctgcggatcctggtccccacccagt 679 

Illllllllllll III! I Illllllllllll I HIM Mill III II 

Sbjct: 597 ggggcacttctcaggccagacagattgatttcccgctgcggatcctggtccccacccagt 656 
Query: 680 ttgttggtgccatcatcggaaaggagggcttgaccataaagaacatcactaagcagaccc 739 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 657 ttgttggtgccatcatcggaaaggagggcttgaccataaagaacatcactaagcagaccc 716 
Query: 740 agtcccgggtagatatccatagaaaagagaactctggagctgcagagaagcctgtcacca 799 

Y Ml Ml II II III I HIM I Mill Mill Mill Mill II III Ml 1 1 „ fi 

Sbjct: 717 agtcccgggtagatatccatagaaaagagaactctggagctgcagagaagcctgtcacca 776 
Query : 800 tccatgccaccccagaggggacttctgaagcatgccgcatgattcttgaaatcatgcaga 859 

IIIIIIIIIIIIIIIIIIIII MM Mill I I HIM ^ 

Sbjct : 777 tccatgccaccccagaggggacttctgaagcatgccgcatgattcttgaaatcatgcaga 836 
Ouery: 860 aaqaggcagatgagaccaaactagccgaagagattcctctgaaaatcttggcacacaatg 919 

Mill I II II HIM 1 1 II I HIM MM 1 1 MM II HIM I II 

Sbjct : 837 aagaggcagatgagaccaaactagccgaagagattcctctgaaaatcttggcacacaatg 8 96 
Query: 920 gcttggttggaagactgattggaaaagaaggcagaaatttgaagaaaattgaacatgaaa 97 9 

Till! IIIIIIIIIIIIIIIIIIIII Mil IIMHIMI IMIMI Mill III occ 

Sbjct : 897 gcttggttggaagactgattggaaaagaaggcagaaatttgaagaaaattgaacatgaaa 956 
Ouery 980 caqggaccaagataacaatctcatctttgcaggatttgagcatatacaacccggaaagaa 1039 

iiiiiiiiiiiiiiii ii illllllllllllll 1 1 1 1 1 1 inic 

Sbjct : 957 cagggaccaagataacaatctcatctttgcaggatttgagcatatacaacccggaaagaa 1016 
Ouerv- 1040 ccatcactgtgaagggcacagttgaggcctgtgccagtgctgagatagagattatgaaga 1099 

MUM I II IIIIIIIIIIIIIIIIIIIIIIII Ill MIIIMIII III _ 

Sbjct: 1017 ccatcactgtgaagggcacagttgaggcctgtgccagtgctgagatagagattatgaaga 1076 
Query: 1100 agctgcgtgaggcctttgaaaatgatatgctggctgttaaccaacaagccaatctgatcc 1159 

iiiiiiiiiiiiiiiiii inn i iiiiiiii 

Sbjct: 1077 agctgcgtgaggcctttgaaaatgatatgctggctgttaaccaacaagccaatctgatcc 1136 
Query: 1160 cagggttgaacctcagcgcacttggcatcttttcaacaggactgtccgtgctatctccac 1219 

i mi i linn iiiiiiii i imi mm ill 

Sbjct: 1137 cagggttgaacctcagcgcacttggcatcttttcaacaggactgtccgtgctatctccac 1196 
Query: 1220 cagcagggccccgcggagctccccccgctgccccctaccaccccttcactacccactccg 1279 



RD>106191 1546-21269-1691 103.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Sbjct : 



1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 '''J,'''' 1256 

1197 cagcagggccccgcggagctccccccgctgccccctaccaccccttcactacccactccg 1256 



Query: 1280 gatacttctccagcctgtacccccatcaccagtttggcccgttcccgcatcatcac^ 1339 

I llllllllllllllllllllilllllllllMIIMMIIII IIIIIIIIM 

Sbjct: 1257 gatacttctccagcctgtacccccatcaccagtttggcccgttcccgcatcatcactctt 1316 

* 1340 TTTTT?T??T?TTTTTT?T?TTT?TTTTnTTTTTTT?TTTT!T?m?tTT?TTTTnT ;;;; 

Sbjct: 1317 atccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggcgccatcatcg 1376 



Query: 14 00 



Sbjct : 



ggaagaagggggcacacatcaaacagctggcgagattcgccggagcctctatcaagattg 1459 

ililllllllllllilllillililMillMil^ l436 

1377 ggaagaagggggcacacatcaaacagctggcgagattcgccggagcctctatcaagattg 1436 



Ouerv: 1460 cccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccgggccaccggaag 

Ml Mill I MM I II Mill II MM II II II II MM 1 1 

Sbjct : 1437 cccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccgggccaccggaag 



1519 



1496 



Query: 1520 cccagttcaaggcccagggacggatctttg^ 1579 

II I I II II M II I I II II II I I I I I I I II I I II I I I II M I I II I II I I J. 1 1 1 1 1' 'I 1556 
Sbjct: 1497 cccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaacttctttaacc 1556 



Query: 1580 ccaaagaagaagtgaagctggaagcgcatatcagagtgccct^ 

MM Mill Mill I MM Mill MM 1 1 MM MIMI MM II MM I MM I MM 

Sbjct : 1557 ccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccacagctggccggg 



1639 



1616 



1699 



Query: 1640 tgattggcaaaggtggcaagaccgtgaacgaactgcagaactta^ 

Ml II I III I II Ml MMIMMMMMMIMMMMIMMMMMM 

Sbjct: 1617 tgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagtgcagaagtca 1676 



Query: 1700 tcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcagaa^ 1759 

1 1 1 1 1 1 M I M 1 1 M I M II I M 1 1 M I M I M 1 1 II II 1 1 II II I II 1 1 Ml II I M II 

Sbjct : 1677 tcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcagaattatcgggc 



1736 



1819 



Query: 1760 acttctttgctagccagactgcacagcgcaagatcagggaaattgtac^ 

M I I I II II I II I II I I II I I I M M I I I I I I I M I M II I I II I M MUM 

Sbjct: 1737 acttctttgctagccagactgcacagcgcaagatcagggaaattgtacaacaggtgaagc 179b 



Query: 1820 agcaggagcagaaataccctcagggagtcgcctcacagcgcagca^ 

^ 1 1 M 1 1 1 1 M M M M M M I M M U M M M M M M M M M M M M M I M M 1 1 

Sbjct : 1797 agcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtgaggctcccaca 



1879 



1856 



Query: 1880 ggcaccagcaaaacaacggatgaatgtagcccttccaacacctga^ 1939 

1 1 II 1 1 M M 1 1 1 II M I M II II I M I M I M II I II M II I II II II II I II II II II 

Sbjct: 1857 ggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacagaatgagaccaaa 1916 



Query: 1940 cgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgagaagtc^ 

I IN 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Ml 1 1 1 M I 

Sbjct : 1917 cgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgagaagtctgcggag 



1999 



1976 



Query: 2000 gcggccagggactctgccgaggccctgagaaccc 2033 



RID=106191 1546-21269-1691 103.BLASTQ3, 



http:/Avww.ncbi.nlmnih.gov/blast/Blas 



Sbjct : 



lllllill Mill Mill Mill Mill INN I 

1977 gcggccagggactctgccgaggccctgagaaccc 2010 



> gi | 4883680 I gb 1 AF057352 . 1 1 AF057352 Homo sapiens hepatocellular carcinoma autoantigen 
complete cds 
Length = 3 667 

Score = 2675 bits (1391), Expect = 0.0 
Identities = 1406/1421 (98%) 
Strand = Plus / Plus 



Ouerv: 1270 acccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgcat 132 9 

I llll;l i II I i 1 1 MMMMMMMMMIMI I I 

Sbjct : 1507 acccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgcat 



1566 



Query: 133 0 catcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggc 

1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II II I II II I II 1 1 1 II II I 

Sbjct : 1567 catcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggc 



1389 



1626 



Query: 13 90 qccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctct 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II I II 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 II I 

Sbjct : 1627 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctct 



1449 



1686 



Query: 1450 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccggg 1509 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 MIMMMMM MM 

Sbjct: 1687 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccggg 1746 



Query: 1510 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaac 1569 

M 1 1 M I M M M M I M 1 1 1 M M M I M M M M M M M I M M I M I M M M M I 

Sbjct : 1747 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaac 



1806 



Query: 1570 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccaca 1629 

MMM I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I > 1 1 1 

Sbjct : 1807 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccaca 



1866 



Query: 163 0 qctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagt 1689 

Ml MINIMI MMMMMMMMMIMI Ill I 1 1 

Sbjct : 1867 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagt 



1926 



Query: 1690 qcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcaga 1749 

1 1 1 1 i 1 1 i i 1 1 1 1 1 1 1 iii.iiii.ii 

Sbjct: 1927 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcaga 1986 



Query: 1750 attatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtacaa 

M II IN 1 1 M II I MM III IT I MM 1 1 1 1 1 1 1 1 II I II 1 1 1 1 M 

Sbjct : 1987 attatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtacaa 



1809 



2046 



Query: 
Sbjct: 



1810 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtga 1869 

MMMMMMMMMMMIMMIMMMIIIMMMMIMMIMIIIIMI 

2047 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtga 



2106 



Query: 
Sbjct: 



1870 qqctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacagaa 1929 

MIMIIM II MINI II Mill Mill Mill Mill IIMIIIIIIMIIIII II 

2107 ggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacagaa 



2166 



RH>=106191 1546-21269-1691 103.BLASTQ3, http://www.ncbi.nlianih.gov/blast«las 



1930 TTTTTTTTTT?T7T??TT?T?T?TTTT?TT??TTTTTTTT?T??TTTTTTfTTTT?TTTT 1985 

Sbjct: 2167 tgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgagaa 2226 
Ouerv 1990 qtctqcggaggcggccagggactctgccgaggccctgagaaccccaggggccgaggaggg 2 04 9 

III Mill Mill Mill Mill llllllll II 1 1 III 1 1 II 1 1 1 1 1 1 1 1 oooc 

Sbjct: 2227 gtctgcggaggcggccagggactctgccgaggccctgagaaccccaggggccgaggaggg 2286 
Ouerv- 2050 qcqqqqaaggtcagccaggtttgccagaaccaccgagccccgcctcccgccccccagggc 2109 

III Mill MM 1 1 II 1 1 Ill II Mill III I ^ 

Sbjct: 2287 gcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccgccccccagggc 2346 
Ouerv: 2110 ttctqcaqqcttcagccatccacttcaccatccactcggatctctcctgaactcccacga 2169 

III Mill MM III I I MIMMMIMIMIIIIIIIIIIIII 

Sbjct: 2347 ttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactcccacga 2406 
Ouerv: 2170 cqctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaatgcac 222 9 

III Ml II Ml I II llllllll II I M II ^ 

Sbjct: 2407 cgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaatgcac 2466 
Query: 2230 accctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaagatg 2289 

IIIIIMIIIMI I I M 1 1 1 Mil M 1 1 1 1 1 o „ c 

Sbjct: 2467 accctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaagatg 2526 
Query: 2290 ttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaaat 2349 

■ 1 , 1 1 1 1 ' [ 1 1 1 1 1 1 I , 1 1 1 1 1 I , II II : Mill Illlll ac 

Sbjct: 2527 ttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaaat 2586 
Ouerv 2350 aatatatcaaataactcaactaactccaatttttaatcaattattaannnnnnnnnnnnn 2409 

Illlll Mil Ml II I II Ml I M MUM II II 1 1 1 ^ 

Sbjct: 2587 aatatatcaaataactcaactaactccaatttttaatcaattattaatttttttttcttt 2646 
Query: 2410 nnaaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctcacgg 2469 

IIIIIMIIIMI I IMMMIIIMI I 

Sbjct: 2647 ttaaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctcacgg 2706 
Ouerv: 2470 tqtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtcgga 2529 

Mill Mill II II I II I IMIMI I 1 1 1 II 1 1 cc 

Sbjct: 2707 tgtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtcgga 2766 
Ouerv: 2530 aggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtctcct 2589 

llllllll MM Mill I I II MM II Mill I _ 

Sbjct: 2767 aggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtctcct 2826 
Ouerv 2590 tqaaqaqqaaactctgtcactcctcatgcctgtctagctcatacacccatttctctttgc 2649 

lllllinil II Illlll Ml I MM I IN I 

Sbjct: 2827 tgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctctttgc 2886 
Query: 2650 ttcacaggttttaaactggttttttgcatactgctatataa 2690 

1 1 1 II II I II 1 1 1 M 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 MM 1 1 1 1 

Sbjct: 2887 ttcacaggttttaaactggttttttgcatactgctatataa 2927 



RID- 1 06 1 9 1 1 546-2 1 269- 16911 03.BLASTQ3 , 



http:/Avww.ncbi.nlm.nih.gov^last/Blas 



Score = 2182 bits (1135), Expect = 0. 
Identities = 1135/1135 (100%) 
Strand = Plus / Plus 



65 



Query : 6 cggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaagag 

I II III III III Ml II I III Mil Mill MUM I ^ 

Sbjct: 372 cggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaagag 431 



125 



Query : 66 acggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacct 

MIIMIMIMMIMIMIMMMMMMMIMIIMI Ill Ml ^ 

Sbjct: 432 acggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacct 491 



Query: 126 ccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccgg 

MIIMIIIIIMI I I MINIM Illllll 

Sbjct : 4 92 ccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccgg 



185 



551 



Query: 186 ctacqccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctctc 

1,11,111 I 1 II Illllll II IM II 

Sb j ct : 552 ctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctctc 



245 



611 



Query: 24 6 
Sbjct: 612 



qqqtaaaqtqqaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagct 305 

III Ml I II III III III III II I Ml Illllll II III I II 

gggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagct 



671 



Query: 306 aaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgga 365 

Ml I II I II I II I, IIII'M I Ml Mill' 

Sb j ct : 672 aaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgga 



731 



Query: 366 tggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacaga 

I T 1 1 1 1 1 1 ■ 1 1 , 1 1 I I II MINI MM MM II 

Sbjct : 732 tggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacaga 



425 



791 



Ouery: 426 aaccqccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggagaa 

1 1 1 1 1 : 1 1 1 1 i ■ I II , I Mill * Ml 

Sb j ct : 792 aaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggagaa 



485 



851 



Query: 
Sbjct : 



486 



852 



qctaaqcqqqcatcagtttgagaactactccttcaagatttcctacatcccggatgaaga 

IIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIMIIMIM Mill Ill 

gctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaaga 



545 



911 



Query: 546 ggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagca 

MM III Mill Ml Ml Ml Ml Illllll MUM II Ml 

Sb j ct : 912 ggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagca 



605 



971 



Query: 606 aqqccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcct 

IMIIMI Illllll I I Ml Ml 

Sb j ct : 972 aggccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcct 



665 



1031 



Query: 666 qqtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaacat 

llillll Mill MM MM IMM Ml III III ill I IMIIMI III 

Sbjct : 1032 ggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaacat 



725 



1091 



RH> 1 06 1 9 1 1 546-2 1 269- 1 69 1 1 03 .BLASTQ3, 
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Query: 726 cactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcaga 785 

II lllllllll III III II I IMIMIIMMIMIMI III llllll III III Ml II 

Sbjct : 1092 cactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcaga 



1151 



Query: 786 gaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattct 845 

inn ii i ii imii in in iiiiiiiiiiiiiiii mi i ii ii i mi inn 

Sbjct : 1152 gaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattct 



1211 



Query : 84 6 tgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaat 

IIIIIIMIIIIIIIIIIIII MINIUM I MM Ml 

Sbjct : 1212 tgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaat 



905 



1271 



Query: 906 cttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaagaa 

Mill 1 1 1 1 1 1 1 1 1 1 1 1 I llllll IMII III MM II 1 1 

Sbjct : 12 72 cttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaagaa 



965 



1331 



Query: 966 aattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatata 

1 1 1 1 1 1 1 1 1 1 1 Ml Ill MM M 

Sbjct : 1332 aattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatata 



1025 



1391 



Query: 1026 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgagat 1085 

Ml II , Ml IM ' Ml I IMI il I II' III MM I M I II U II I Ml I! 1 1 1 1 1 

Sbjct : 13 92 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgagat 



1451 



Query: 1086 agagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaac 

y 1 1 1 1 iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct : 1452 agagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaac 



1140 



1506 



Score = 1052 bits (547) , Expect =0.0 
Identities = 608/665 (91%), Gaps = 2/665 (0%) 
Strand = Plus / Plus 



Query: 274 9 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 

llll llllllliril II II IIIIIIIIIIIIII II:! Ml 

Sbjct : 2986 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgca-cccccccccc 



2808 



3044 



Ouerv: 2809 nnaqqcaaaqcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2868 

lllllllllllllll Ml I Illlllllllllll 

Sbjct : 3045 ccaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 



3104 



Query: 2869 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2928 

IIIIIIIIIIIIIIII I I Mlllll MMIMI 

Sbjct : 3105 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 



3164 



Query: 2 929 qcqttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2 988 

TlTl 1 1 iTll 1 1 ITTI 1 1 1 1 1 1 1 1 1 1 Mill llllll II I II MINI I 

Sbjct : 3165 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 



3224 



Query: 
Sbjct: 



2 989 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3 048 

IIIIIIIIIIIIIIII Ill III III MM Mlllll I Ill 

3225 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3284 



RID=106191 1546-21269-1691 103.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Ouerv: 3049 ttcaqcaaaatqattcctttcttt-nnnnnnnnnnntgtggaggaaagtagaaatttacc 3107 

llllllllllllllllllllllll II H Mill „ 44 

Sbjct: 3285 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3344 
Ouerv- 3108 aaqqttqttqqcccagggcgttaaattcacagannnnnnnaacgagaaaaacacacagaa 3167 

MM II III Illllllll I Illllllll 1 1 1 1 1 : 1 1 1 1 1 1 1 1 1 < 1 1 ! I n 

Sbjct: 3345 aaggttgttggcccagggcgttaaattcacagatttttttaacgagaaaaacacacagaa 3404 
Ouerv: 3168 qaaqctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3227 

in i ii mi in mi mi i i i i i 1 1 ii ^ 

Sbjct: 3405 gaagctacctcaggtgtttttacctcagcaccttgatcttgtgtttcccttagagatttt 3464 
Ouerv* 3228 qtaaaqctqataqttggagcannnnnnnnnnnnnnnaataaaaatgagttggnnnnnnnn 3287 

II I Mil II III II II 1 1 1 1 1 1 1 1 

Sbjct: 3465 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 3524 
Query: 3288 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3347 

ii i ii ii ii i mill iii ii mi _ 

Sbjct: 3525 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3584 
Ouerv: 3348 attqtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3407 

iiiiiiiiiiiiiiiiiiiiiiii iiiiiii iiiiiiiiiiniii 

Sbjct: 3585 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 3644 
Query: 3408 tattt 3412 

Mill 

Sbjct: 3645 tattt 3649 

> gi | 23 958572 | gb | BC023 758 . 1 | Mus musculus RIKEN cDNA C330012H03 gene, mRNA (cDNA clon 
IMAGE:5354659) , partial cds 
Length = 3557 

Score = 2182 bits (1135), Expect =0.0 
Identities = 1607/1828 (87%) , Gaps = 59/1828 (3%) 
Strand = Plus / Plus 

Query: 5 96 cccgggagcaaggccac-gcccctgggggcacttctcaggccagacagattgatttcccg 654 

lllllll illllllll Til 1 1 III M lllliM I mi 

Sbjct : 540 cccgggaacaaggccacggcccc-gggagctcttctcaggccagacagattgatttcccg 598 
Query: 655 ctgcggatcctggtccccacccagtttgttggtgccatcatcggaaaggagggcttgacc 714 

llllllllllll ; 1 1 1 1 1 : ; 1 1 1 1 1 1 1 1 . 1 1 1 1 1 1 1 1 1 ; 1 1 1 1 1 1 1 

Sbjct : 599 ctgcggatcctggtccccacccagtttgttggtgccatcatcggaaaggagggcttgacc 658 
Query: 715 ataaagaacatcactaagcagacccagtcccgggtagatatccatagaaaagagaactct 774 

llllllllllllllllllllllllllllllllllllll Mill Mill Illllllll 

Sbjct : 659 ataaagaacatcactaagcagacccagtcccgggtagacatccacagaaaggagaactct 718 
Query: 775 ggagctgcagagaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgc 834 

ii fill mill mi mill i 

Sbjct : 719 ggggctgcagagaagcctgtcacaatccatgctaccccagaagggacatctgaagcatgc 778 



RKM06191 1546-21269-1691 103.BLASTQ3, http://www.ncbi.nlmnih.gov/bl a st^las 
Query: 835 cqcatgattcttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagatt 894 

llllllllllllll II Mill Mill I I MM I II II II Mill II 

Sbjct: 779 cgcatgattcttgagattatgcaaaaagaagctgatgagaccaaactggctgaggaggtt 838 

Query: 895 cctctgaaaatcttggcacacaatggcttggttggaagactgattggaaaagaaggcaga 954 

MINIMUM I I I I I I II I I I II I I I I i I I I I I I I I I I I I I I I I I I I I I I I I II 
Sbjct: 839 cctctgaaaatcctggcccacaatggcttcgttggaagactgattggcaaagaaggcaga 898 

Ouery, *SS aattt—attsaaca^ 1.14 

Sbjct : 899 aacctgaagaaaatagaacatgagacagggaccaagataaccatctcatccttgcaggat 958 

Query: 1015 ttgagcatatacaacccggaaagaaccatcactgtgaagggca-cagttgaggcctgtgc 1073 

Mill Ill II Mill Ml Mill II MM MINIM ini7 

Sbjct : 959 ttgagcatttataaccccgagagaaccatcaccgtgaggggcacca-ttgaagcctgtgc 1017 
Ouerv 1074 caqtqctgagatagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggc 1133 

ii iiiiiiiiiiiiiiiiiiiii Miiiiiiii in i 

Sbjct: 1018 caatgctgagatagagattatgaagaagctccgagaggcctttgagaacgacatgctggc 1077 
Ouerv: 1134 tqttaaccaacaagccaatctgatcccagggttgaacctcagcgcacttggcatcttttc 1193 

MIIIMIIMI IMIIIMI I 1 1 1 1 1 1 1 1 M Ml 1 1 1 1 1 MM Ml „„ 

Sbjct: 1078 cgttaaccaacaagccaatctgatcccagggctaaacctcagtgcacttggcatcttttc 1137 
Query: 1194 aacaggactgtccgtgctat-ctccaccagcagggccccgcggagctcccccc-gctgcc 1251 

II MUM 1 1 Mill I MM IMIIIMI MIIIIIIII 

Sbjct: 1138 gactggactgtctgtgct-tcctccaccagcagggccccgtggagttccccccag-t-cc 1194 
Ouerv- 1252 -ccctaccaccccttcactacccactccggatacttctccagcctgtacccccatcacca 1310 

^ Mill I II Mill II I MM I Mill Ill i9M 

Sbjct: 1195 tccctatcacccctttgctacccactccggatacttctccagtctgtaccctcatcacca 1254 
Ouerv: 1311 qttt-ggcccgttcccgcatcatcactcttatccagagcaggagattgtgaa- tctcttc 1368 

Ml II IMIIIMI II II I M I M M M 

Sbjct: 1255 -tttcggcccattcccacatcatcactcctacccagagcaggagactgt-aagtctcttc 1312 

Query: 1369 atcccaacccaggctgtgggcgccatcatcgggaagaagggggcacacatcaaacagctg 1428 

I I ' II I I 1 l 1 : 1 I II MMIIMIMM M II I I I II M I I M II 

Sbjct: 1313 atcccaacccaggctgtgggtgctatcatcgggaagaagggggcacacatcaaacagctc 1372 

Query: 142 9 gcgagattcgccggagcctctatcaagattgcccctgcggaaggcccagacgtcagcgaa 1488 

ii i I 1 1A „ 

Sbjct: 1373 gctcgatttgctggtgcctccatcaagattgctccagcagaaggtccagatgtcagtgag 1432 
Query: 1489 aggatggtcatcatcaccgggccaccggaagcccagttcaaggcccagggacggatcttt 1548 

I Ml II I I I IMM 14QO 

Sbjct: 1433 aggatggtcatcatcactggtcctcctgaagcccagtttaaggctcagggacggatcttt 1492 
Query: 1549 gggaaactgaaagaggaaaacttctttaaccccaaagaagaagtgaagctggaagcgcat 1608 

lllllllllll I I MM MM 1 1 II II ib „ 

Sbjct: 1493 gggaaactgaaggaagaaaacttctttaatcccaaagaagaagtgaagctggaggcccac 1552 



RID= 1 06 1 9 1 1 546-2 1 269- 1 69 1 1 03 .BLASTQ3 , 



http://www.ncbi.nlianih.gov/blast/Blas 



Query: 1609 



Sbjct : 



atcagagtgccctcttccacagctggccgggtgattggcaaaggtggcaagaccgtgaac 1668 

Ml Mil Mill II II 1 1 1 ! 1 1 1 < 1 1 1 1 1 1 1 1 1 1 1 1 II II II MINIM 

1553 atccgagtcccctcgtcgaccgctggccgggtgattggcaagggcgggaaaaccgtgaac 1612 



Query: 1669 gaactgcagaacttaaccagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaa 

^ II Mlllllllll II lllllllllll lllllllllllllillllllllllll II 

Sbjct : 1613 gagctgcagaacttgacaagtgcagaagttatcgtgcctcgtgaccaaacgccagacgag 



1728 



1672 



Query: 1729 aatgaggaagtgatcgtcagaattatcgggcacttctttgctagccagactgc^ 1788 

IIIIIIIIIMIIIIIIIIIIIIIIIIIIIM II IIIIMIMIIIIIIIIMI Ml 

Sbjct : 1673 aatgaggaagtgatcgtcagaattatcgggcatttttttgctagccagactgcacaacgc 



1732 



Query: 1789 aagatcagggaaattgtacaacaggtgaagcagcaggagcagaaataccctcagggagtc 1848 

llllllllllllllllllll Mill Mllllllilll MMIMMMIMM 

Sbjct : 1733 aagatcagggaaattgtacagcaggtgaagcagcaggagcagagataccctcagggagtc 



1792 



Ouerv: 184 9 qcctcacagcgcagcaagtgaggctcccacaggcaccagcaaaacaacggatgaatgtag 

Ml IIIIIIIMIIMIIIIMIIIIIIIII lllllllll MM lllllllllll 

Sbj ct : 1793 gccccacagcgcagcaagtgaggctcccacag-caccagcaag-caaccgatgaatgtag 



1908 



1850 



Query: 1909 cccttccaacacctgacagaatgagaccaaacgcagccagccagatcgggagcaaaccaa 

1 1 1 1 IIIIIIIIIIIIMI IIIIMIIIII lllllll IIMMI IIIMIIMI 

Sbjct: 1851 ccctcccaacacctgacaga-tgagaccaaac--agccagc-agatcggaagcaaaccaa 



1968 



1906 



Query : 
Sbjct: 



1969 agaccatct-gaggaatgagaagtctgcggaggcggccagggactctgccgaggcc-ctg 2026 

III MM Mill II I IIMMI III I Mill II II II II 

1907 agagcatcccgaggagtgcgcagtctgcagag-cagccaggg-c-ctgcaga- -cctct- i960 



Query : 
Sbjct: 



2027 aga-accccagggg-ccgaggagggg-cggggaaggtcagccaggtttg-ccagaaccac 2082 

Mill III lllllllll lllllllll I Mill I III' I III 

1961 acacatcct-gggatcc-aggagggcacagggaagg-c--c-aggtt-gtccagaaacac 2013 



Ouerv: 2083 cqa- -gccccgcctccc-gcc-ccccagggcttctgcaggctt- -cagccatccacttca 

II I II Ml Ml II MM II Mlllllllll I MMMMIMI I 

Sbjct: 2014 cgcttggcctgcc-cccagcttcccctgg-cttctgcaggcataacagccatccactgc- 



2136 



2070 



Ouerv: 2137 ccatcca-ctcggatctctcctgaactcccacgacgctatcccttttagttgaactaaca 2195 

Y IIMMI Ml III IIMMI Mill II IIMMI Mill IMMMMIM 

Sbjct : 2071 ccatccaactcagat-tctcctcagttcccaggacgctatccctttcggttgaactaaca 



2129 



Query: 
Sbjct : 



2196 taqgtgaacgtgttcaaagccaagcaaaatgcac-accc-ttt-ttc-t-gtggcaaa-t 224 9 

llllll II Ml M III I 

2130 taggtgaacatgctcaaagcaaagcaaaattc-ctagccgtttctttgttgtgg-aaagt 2187 



Query: 2250 cgtctctgtacatgtgtgtacatattagaaagggaag-atgttaagatatgtggcctgtg 2308 

llllllll lllllllll MM llllll Mill lllllllllll 

Sbjct: 2188 tgtctctgtacatgtatgtacatatcagaaggggaaggatgttaagaaatgtggcctgtg 2247 



Ouerv 2309 qqttacacaqggtgcctgcagcggtaatatattttagaaataatatatcaaataactcaa 2368 

1 1 IIMMI 1 1 II I I Ml MM lllllllllll I 

Sbjct: 2248 ggttacacagggtgcctgcagcgttaatatattttagaaataatatatcaaataactcca 2307 



RID=106191 1546-21269-1691 103.BLASTQ3, 



http:/Avww.ncbi.nlm.nih.gov/blast/Blas 



Query: 2369 ctaactccaatttttaatcaattattaa 2396 

Mill 1 1 ! 1 1 ! 1 1 1 III I Mill 

Sbjct: 2308 ctaacaacaatttttactcagtgattaa 2335 



Score = 802 bits (417), Expect =0.0 
Identities = 498/536 (92%), Gaps = 9/536 (1%) 
Strand = Plus / Plus 



Query: 
Sbjct: 



46 



12 



cgcgggctctcggggaaga-gacggatgatgaacaagctttacatcgggaacctgagccc 104 

'ill ' i i : 1 1 1 1 i iiiiiiiiiii Mm iiiiiiiiiiiiii 

cgcgggctctc-gggaagacg-cggatgatgaacaagctgtacattgggaacctgagccc 69 



Query: 
Sbjct: 



105 cgccgtcaccgccgacgacctccggcagctctttggggacaggaagctgcccctggcggg 164 

IMM II III II II I III III MMMM Ml III Ml II 1 1 II II II II II M IM 

70 cgccgtcaccgccgacgacctccggcagctcttcggggacaggaagctgcccctggcggg 12 9 



Query: 165 acaggtcctgctgaagtccggctacgccttcgtggactaccccgaccagaactgggccat 224 

MINIM || MM IMMIIMM III MIMMMMMMMI MM 

Sbjct: 130 acaggtcctactcaagtccggctacgccttcgtggactaccccgaccagaactgggccat 189 



Query : 
Sbjct: 



225 ccgcgccatcgagaccctctcgggtaaagtggaattgcatgggaaaatcatggaagttga 2 84 

!M M II I II II II M II Ml I Ml I MM II II II IN I M MM Ml M Ml II II 

190 ccgcgccatcgagaccctctcgggtaaagtggaattgcatgggaaaatcatggaagttga 249 



Query: 285 ttactcagtctctaaaaagctaaggagcaggaa-aattcagattcgaaacatccctcctc 343 

II MM Ml! II II IIIIMIIIIIIIII II III MINIM MINIM MM 

Sbjct: 250 ctactcagtctctaaaaagctaaggagcag-aagaatccagattcggaacatcccgcctc 308 



Query : 
Sbjct : 



344 acctgcagtgggaggtgttggatggacttttggctcaatatgggacagtggagaatgtgg 403 

IIIIIIIIIIIIIIMIIMIIIII M MM IIMIMMII II III MM 

3 09 acctgcagtgggaggtgttggatgggctgttggctgaatatgggacagtggagaacgtgg 368 



Query : 
Sbjct : 



4 04 aacaagtcaacacagacacagaaaccgccgttgtcaacgtcac--atatgcaacaagaga 461 

I NMIIIIMIMI Illlllll 1 1 ! 1 1 1 1 1 1 1 1 1 1 S 1 1 1 Mill I lllllll 

3 69 agcaagtcaacacagatacagaaactgccgttgtcaacgtcacctatatg-a-caagaga 42 6 



Query: 462 agaagcaaaaatagccatggagaagctaagcgggcatcagtttgagaactactccttcaa 521 

Ml Mill 1 1 1 1 II IMMIII II lllllllllllllll MMMMIMM 

Sbjct: 427 agaggcaaagctagctattgagaagctcagtgggcatcagtttgaggactactccttcaa 486 



Query : 
Sbjct: 



522 gatttcctacatcccggatgaagaggtgagctccccttcgccccctcagcgagccc 577 

Ml INI Illlllll MMIMMIMIMM Mill Illlllll II MM 

4 87 gatttcctacatccccgatgaagaggtgagctctccttcaccccctcatcgtgccc 542 



Score = 406 bits (211) , Expect = e-109 
Identities - 362/443 (81%), Gaps = 12/443 (2%) 
Strand = Plus / Plus 



Query: 2811 aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacacaaa 2870 

II MM INI MM MM Mill I Mill MINIUM Mill 1 1 1 1 1 1 I 

Sbjct: 2768 aggcaaagcagtgctctgaatatcataccacacacaaggaacaaatgcgaaccacacaga 2827 
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Alignment view Hit Table 



Start formatting 
from query # 



Limit results by r 
entrez query L 
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RID=106191 1967-29701-25492.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast^Blas 




results of 



BLASTN 2.2.6 [Apr-09-2003] 

RID: 1061911967-29701-25492 . BLASTQ3 



St- 



Database: All GenBank+EMBL+DDB J+ PDB sequences (but no EST, STS, 
GSS, or phase 0, 1 or 2 HTGS sequences) 

1,886,208 sequences; 8,918,056,233 total letters 

Taxonomy reports 

Query- 

(3283 letters) 

Distribution of 82 Blast Hits on the Query Sequence 



| Mouse -over to show defline and scores. Click to show alignments 



Color Keg for Rlignnent Scores 



40-50 



mm 



1.29701i 



I * ' ' 
0 



500 



1000 



1500 



i i i I i 
2000 



2500 



3000 



Sequences producing significant alignments: 



21 



21 



21 



Si 



21 



/ gi 



21 



21 



21 
21 
21 
21 
21 
21 
21 
21 



4883680 Igb 



7656675|gb 



15552942 



27552765 



AF057352.1 



AC020629.6 



emb 



ref 



AL596177.4 



Homo sapiens hepatocellul 
Homo sapiens 12q BAC RP11-76E16 (, 



AF057352 



NM 



qb|BC021290.2 | 



Human DNA sequence from clone R. 

006548 . 2 | Homo sapiens IGF-II mRNA-bindi . 

Homo sapiens IGF-II mRNA-binding . 



33878041 1 | j-** s vj * | "willw — — — — 

4191609 |gb I AF117107 . 1 [AF117107 Homo sapiens IGF-II mRNA 



27485839 



27413166 



31873661 



19849375 



17298202 



26093366 



23958572 



26090647 



26097330 



28492961 



30148117 



ref [XM 208686. lT Homo sapiens similar to hepato. 

Homo sapiens 3 BAC RP11-394J21 . 
HSM806243 Homo sapiens mRNA; cDN. 



gblAC016961.28 
emb|BX537583 .1 



gblAC104980.5l 



dbi 



AP004290.2 



dbi |AK049196.3 
qb|BC023758.1| 



dbi 



dbi 



ref 



ref 



AK044984 .1 



AK077404 .1 



XM 193835.2 



XM 291469.2 



Homo sapiens chromosome 8, clone, 
Homo sapiens genomic DNA, chrom. 
Mus musculus ES cells cDNA, RIK. 
Mus musculus RIKEN cDNA C330012H. 
Mus musculus 9.5 days embryo pa. 
Mus musculus 6 days neonate hea . 
Mus musculus RIKEN cDNA C33001. 
Homo sapiens similar to hepato. 



Score 




E 


(bits) 


Value 


4857 


0 


0 
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0 


0 


3505 


0 


0 
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0 


0 


2675 


0 


0 
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0 


0 
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0 


0 


1708 


0 


0 


1708 


0 


0 


1665 


0 


0 


1659 


0 


0 


1267 


0 


0 


1261 


0 


0 


1256 


0 


.0 


1248 


0 


.0 


1175 


0 


.0 


962 


0 


.0 



RID=106191 1967-29701-25492.BLASTQ3, 



http:/Avww.ncbi.nlntnih.gov/blast/Blas 



31 



31 



31 



31 



31 



31 



31 



31 



33942111 



32451876 



27666189 



18464262 



23355671 



17737024 



26082515 



27665993 



ref|NM 183029. l| Mus musculus RIKEN cDNA C33001. 
qblBC054552 . 1 | Mus musculus cDNA clone MGC:6242. 
ref [XM 221343 1 | Rattus norvegicus similar to I 



3b 



3b 



3b 



dbj 



AC105413 .Tf 



AC108670.10 



AC009247.13 



ref 



Homo sapiens BAG clone RP11-64A1. 
Homo sapiens 3 BAC RP11-218A22 . 
AC009247 Homo sapiens 3q27 BAC . 



AK031773 . 1 | Mus musculus 11 days embryo hea. 
XM 221344 . 1 | Rattus norvegicus similar to I. 



954 


0 . U 


954 


A f\ 

u . u 


740 


u . u 


669 


0 . 0 


479 


e-131 


479 


e-131 


406 


e-109 


302 


2e-78 



Alignments 

> qi | 4 883680 |gb| AF057352 . 1 1 AF057352 Homo sapiens hepatocellular carcinoma autoantigen 
complete cds 
Length = 3667 

Score = 4857 bits (2526), Expect =0.0 
Identities = 2541/2556 (99%) 
Strand = Plus / Plus 



Query: 
Sbjct : 



6 

372 



65 



cggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaagag 

ii mi ii ; ii i ii 1 1 r ii imi i mi i ii ii" ii 1 1 mi mm ii ii i ii i : i i 

cggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaagag 431 



125 



Query: 66 acggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacct 

MIIMMMMMMIIIIMI IMilllMIM IMIMII IMIMII IMII 

Sbjct : 432 acggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacct 491 



Query: 
Sbjct: 



126 
492 



185 



ccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccgg 

MIMIMM I IMMIMM II IMIMI IM II IMIIIIMIMII 

ccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccgg 551 



Query: 
Sbjct: 



186 
552 



245 



ctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctctc 

IMMIIIIIMMIMMMMMM M IMIMI IMMMIMII IMIMII 

ctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctctc 611 



Query: 246 gggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagct 3 05 

II Mill lllllllll M IMIMI M MM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 612 gggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagct 671 



Query : 
Sbjct: 



306 
672 



365 



aaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgga 

1 1 1 1 1 1 1 1 1 1 i 1 1 1 . i 1 1 1 ! . 1 1 1 ; 1 1 1 1 1 1 1 

aaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgga 731 



Query: 
Sbjct: 



366 
732 



tggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacaga 425 

I MUM Mill Ml li II ; MMM M M II II IM Ml II Ml IMIMII II Ml 

tggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacaga 791 



Query: 426 aaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggagaa 

MM MIMI IMIMII I II II Ml i Ml Ml IM Mill Ml III I II II Ml Ml I 

Sbjct : 792 aaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggagaa 



485 



851 



Query: 
Sbjct: 



486 
852 



545 



gctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaaga 

II MIMI Mill Ml Mill Ml II Mill MM MM Mill MMIM II Ml Ml I 

gctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaaga 911 



RIEN106191 1967-29701-25492.BLASTQ3, 



http://www.ncbi.nlm.nih.gov^last/Blas 



Query: 
Sbjct : 



546 



f?i?T??TTT"TiTTT?TTTiTTTTtT?TTTTTm?!??TTTtTtTTiTTT?T?TTTT 605 

912 ggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagca 



971 



Ouery , SOS , |f ccac f cccct^ ^tyt-^^^.t^ttt 

Sbj ct : 972 aggccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcct 



665 



1031 



Query : 666 ggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaacat 

^ Mill MMIMIMM MMMM II II Ml III Ml Ml III Mill II 

Sbjct : 1032 ggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaacat 



725 



1091 



Query: 726 cactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcaga 

llllllllll MM MMMMMMMI MM MMI 

Sbjct : 1092 cactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcaga 



785 



1151 



Query: 
Sbjct: 



786 



qaaqcctqtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattct 845 

llllllllllllllllllllllllll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1152 gaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattct 1211 



Query: 846 tgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaat 

lllllllllllllllllllllllll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 1212 tgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaat 



905 



1271 



Query : 906 cttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaagaa 

Mill Mill III II III Ml I II III I IN Mill MM III II 

Sbjct : 1272 cttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaagaa 



965 



1331 



Query: 
Sbjct: 



966 



aattqaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatata 1025 

MMMMIMMMIMMMMMMMMMMMMMMMMMMIIMIMI 

1332 aattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatata 



1391 



Query: 1026 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgagat 1085 

I MM MMMMMMMI 1 1 M II II MMMMMM 

Sbjct : 13 92 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgagat 



1451 



Query: 
Sbjct : 



1086 aqaqattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaacaccca 1145 

IMMMMM MMMMMMMMMMMMIMM MMMM MMI Ml 

1452 agagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaacaccca 



1511 



Query: 
Sbjct: 



1146 ctccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgcatcatca 1205 

II Ml I IMMMMM Ml MMMMIMMI II Ml Ml II II II II MM MUM 

1512 ctccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgcatcatca 



1571 



Query: 1206 ctcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggcgccat 1265 

Ml Ml MMMM Ml Ml Mill I MM MMM IM IM Ml I IMIIMI IMIII 

Sbjct : 1572 ctcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggcgccat 



1631 



Query : 1266 catcqgqaagaagggggcacacatcaaacagctggcgagattcgccggagcctctatcaa 

II Ml I II Mill Ill IMIII I 

Sbjct : 1632 catcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctctatcaa 



1325 



1691 



RE>=106191 1967-29701-25492.BLASTQ3, http://www.ncbi.nlmnih.gov/blast^Blas 

Query: 1326 qattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccgggccacc 1385 

|| | IIIIIIIII III III III IIIIIIIII lllllllllllllllllll IIIIIIIII II 

Sbjct: 1692 gattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccgggccacc 1751 

Query: 1386 ggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaacttctt 1445 

^ iiiiiiiiiinii mini i mill iaii 

Sbjct: 1752 ggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaacttctt 1811 
Query: 1446 taaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccacagctgg 1505 

iiiiiiiiiiiiiiiiiiiiiiniiiiii 1 1 1 1 iniiiiiiii 

Sbjct: 1812 taaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccacagctgg 1871 
Query: 1506 ccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagtgcaga 1565 

MINI II III 1 1 II I II III III II IIIIIIIIIIIII II 

Sbjct: 1872 ccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagtgcaga 1931 
Ouerv: 1566 aqtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcagaattat 1625 

llllllllll IN Illllllllll I Mil ooi 

Sbjct: 1932 agtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcagaattat 1991 
Query: 1626 cgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtacaacaggt 1685 

II III MM III II IIIIIIIIIIIIIIIIIIIII I 

Sbjct: 1992 cgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtacaacaggt 2051 
Query: 1686 qaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtgaggctc 1745 

lllllllllllllllllllllllllllllllllllllllllllllllll Mill oini 

Sbjct: 2052 gaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtgaggctc 2111 
Query: 1746 ccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacagaatgaga 1805 

Ml Mill MM II MM I II MUM 1 1 1 1 1 1 1 1 1 III III III III MM MM MM 

Sbjct: 2112 ccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacagaatgaga 2171 
Query: 1806 ccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgagaagtctg 1865 

Ml Mill MUM Ill Mill III Mill 

Sbjct: 2172 ccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgagaagtctg 2231 
Query: 1866 cqgaggcggccagggactctgccgaggccctgagaaccccaggggccgaggaggggcggg 1925 

Illllllllll Ml MM Ill ooqi 

Sbjct: 2232 cggaggcggccagggactctgccgaggccctgagaaccccaggggccgaggaggggcggg 2291 
Query: 1926 gaaggtcagccaggtttgccagaaccaccgagccccgcctcccgccccccagggcttctg 1985 

Illllllllll MUM II llllll III II I III III 

Sbjct: 2292 gaaggtcagccaggtttgccagaaccaccgagccccgcctcccgccccccagggcttctg 2351 
Ouerv: 1986 caqqcttcagccatccacttcaccatccactcggatctctcctgaactcccacgacgcta 2045 

Ml I II I MIMIMMMMMMIMM o „ 

Sbjct: 2352 caggcttcagccatccacttcaccatccactcggatctctcctgaactcccacgacgcta 2411 

Query: 2046 tcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaatgcacaccct 2105 

II I II I II :M II III II II lllllir.lllll .11 IIMMMI II I ill Sll II I III 
Sbjct: 2412 tcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaatgcacaccct 2471 



RIEN106191 1967-29701-25492.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Query: 2106 ttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaagatgttaag 2165 

1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 2472 ttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaagatgttaag 2531 



Query: 
Sbjct : 



2166 atatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaaataatat 2225 

II I III MM MM I III III MM Mill III MM MIMM! MMIM Mill II 

2532 atatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaaataatat 2591 



Query: 
Sbjct : 



2226 atcaaataactcaactaactccaatttttaatcaattattaannnnnnnnnnnnnnnaaa 2285 

1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! s f 1 1 1 1 1 1 in 

2592 atcaaataactcaactaactccaatttttaatcaattattaatttttttttctttttaaa 2 651 



Query: 
Sbjct : 



2286 gagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctcacggtgtag 2345 

1 1 1 1 1 1 M Ml 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1! I II 1 1 1 1 

2 652 gagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctcacggtgtag 2711 



Query: 2346 agaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtcggaaggac 

MMIIIIII II lilllll IMMMMIMIMMII II Ml IMMIIMI 

Sbjct : 2712 agaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtcggaaggac 



2405 



2771 



Query: 
Sbjct: 



2406 actcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtctccttgaag 2465 

1 : i 1 1 1 1 ' : : 1 1 1 1 1 1 1 1 ! 1 1 ! I 

2772 actcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtctccttgaag 2831 



Query : 
Sbjct : 



2466 aggaaactctgtcactcctcatgcctgtctagctcatacacccatttctctttgcttcac 2525 

I M I i 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M I II M 1 1 M I 

2832 aggaaactctgtcactcctcatgcctgtctagctcatacacccatttctctttgcttcac 2 891 



Query: 2526 aggttttaaactggttttttgcatactgctatataa 2561 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 
Sbjct: 2892 aggttttaaactggttttttgcatactgctatataa 2927 



Score = 1052 bits (547), Expect =0.0 
Identities = 608/665 (91%), Gaps = 2/665 (0%) 
Strand = Plus / Plus 



Query : 
Sbjct : 



2620 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 2679 

llllll llllllllllll MM IIIIIIIIIIIIIIIIIIM MM III 

2 986 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcaccccccccccc 3045 



Query: 
Sbjct: 



2680 nnaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 273 9 

MM IIMIMI MMMMMMMMMMMMMMMMMMIIIIIIIMI 

3 046 c-aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 3104 



Query: 2740 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2799 

IMIMIIIIIIII MMMMMMIMMIMMMMMMIMIIIIIIIMIMI 

Sbjct: 3105 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 3164 



Query: 
Sbjct: 



2 800 gcgt tt tggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2859 

llllll IMIIMI MM MMIIMMMMMMMMIMIIMIIIIIIIIIIMI 

3165 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 3224 



RE>= 1 06 1 9 1 1 967-2970 1 -25492.BLASTQ3 , 



http://www.ncbi.nlm.nih.gov^last/Blas 



Query: 2860 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 2919 

Mill Illlllllllll Mill Illlllllllll 

Sbjct : 322 5 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 



3284 



Ouerv: 2920 ttcaqcaaaatgattcctttctttnnnnnnnnnnn-tgtggaggaaagtagaaatttacc 2978 

mill i mi in i urn ii „ 4A 

Sbjct: 3285 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3344 



Ouery, 29 7 9 aa f? tt f tt™^ 

Sbjct : 3345 aaggttgttggcccagggcgttaaattcacagatttttttaacgagaaaaacacacagaa 



3038 



3404 



Query: 



303 9 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3 098 

i ii mi mi in mi i ii in linn 1 1 mi i n mil mi 1 1 ii i ii ^ 

Sbjct: 3405 gaagctacctcaggtgtttttacctcagcaccttgatcttgtgtttcccttagagatttt 3464 



Ouerv * 3099 crtaaaqctqataqttggaqcannnnnnnnnnnnnnnaataaaaatgagttggnnnnnnnn 

milium in 

Sbjct : 3465 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 



3158 



3524 



Query: 3159 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 

MM in 1 1 1 1 1 1 1 1 1 1 1 1 1 1 MUM Illlll 

Sbjct : 3525 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 



3218 



3584 



Query: 3219 attgtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 

mill illinium iiiiiiiiiiiiiiiiiiiiiiiiiimiiiimi 

Sbjct : 3585 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 



3278 



3644 



Query: 3279 tattt 3283 
Mill 

Sbjct: 3645 tattt 3649 

> gi | 7656675 | gb | AC02 062 9 . 6 | Homo sapiens 12q BAC RP11-76E16 (Roswell Park Cancer Inst 
Library) complete sequence 
Length = 142971 

Score = 3592 bits (1868), Expect = 0.0 
Identities = 2140/2268 (94%), Gaps = 31/2268 (1%) 
Strand = Plus / Plus 



Query: 1 ggcagcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcgggg 

Illlll 1 1 1 1 1 ! i 1 1 1 1 1 1 1 1 1 1 Mill 1 1 II Ml MINIM III lllllll 

Sbjct : 132 954 ggcagcagaggaggcgaggagcgcagggtatcggg-cgggggagccgccggccctcgggg 



60 



133012 



Query: 61 aaqagacggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgac 

II 1 1 1 1 1 : 1 1 i 1 1 1 1 1 : I MM Mill MIMI MM M MM MINI 

Sbjct : 133013 aacagacggatgatgaacaagcttttcatcgggaacctgagccccgccgtcaccgccgaa 



120 



133072 



Query: 121 gacctccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaag 

III Illlll Illlllll MMIMIIIIIMI II III 

Sbjct : 133 073 gacctccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctcaag 



180 



133132 



Query: 181 tccggctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagacc 

Ml Illlllll III lllllll MINI Illlllll MM II 1 1 MM M 1 1 1 MM II I 



240 



RID= 1 06 19 1 1967-29701-25492.BLASTQ3, 



http:/Avww.ncbi.nlnxnih.gov/blast/Blas 



Sbjct : 133133 tcccgctacgccttcgtggactaccccgaccagaactgggccatccgcaccatcgagacc 133192 
Query: 241 ctctcgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaa 3 00 

I IIIIIIII I II III IIIIIIIIIIII II MINIM 

Sbjct : 133193 ctctcgggtcaagtggaattgcatgggaaaatcatggaagttgattattcagtctctata 133252 
Query: 301 aagctaaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtg 360 

II Ill 1 1 1 1 MINIMI II Ill II MM 

Sbjct : 133253 aagctaaggagcaggaacattccgattcgaaatatccctcctcacctgcagtgggaggtg 133312 
Query: 3 61 ttggatggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagac 420 

IIIIIIII Mill III I Mill Mill IIIIIIII I 

Sbjct : 133313 ttggatggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagac 133372 
Query: 421 acagaaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatg 4 80 

Mill Mill I MM II MUM II I III III III IIIIIIII II II II II Mill 

Sbjct: 133373 acagagaccgctgttgtcaacgtcacatatgcaacaaaagaagaagtaaaaatagccatg 133432 
Query: 4 81 gagaagctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggat 54 0 

MMIMIMMMMMIMIIMIMI III MMMMMMMMMMIMM 

Sbjct : 133433 aagaagctaagcgggcatcagtttgagaaccactacttcaagatttcctacatcccggat 133492 
Query: 541 gaagaggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgg 600 

M Mini I Illlllllll M I MIMIMI MMIMIMM II 

Sbjct : 133493 gacgaggtgagctgcccttcgccccctcagcgagcccagcgtggggaccactcttcctgg 133552 
Query: 601 gagcaaggccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcg- 65 9 

Ml III I Ml I I I Illlllllll Mill 

Sbjct : 133553 gagcaaggccaagcccctgggggctcttctcaggccagacagattgatttcccactgcgt 133612 
Query: 660 gatcctggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaa 719 

I Mill I! MM II I II MMIMIMMMIII IIIIIIIIIIII M I 

Sbjct : 133613 g- tcctgttccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaa 133671 
Query: 720 gaacatcactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagc 779 

MMMMIIIIIIMI II IIIIIIIIIIII III Mill Illlllllll MM 

Sbjct: 133672 gaacatcactaagcagagccggtcccgggtagacatctatagacaagagaactccagagc 133731 
Query: 780 tgcagagaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcat 83 9 

IMII III MM 1 1 II IMIMM I MMI MMMMIMMMIMM 

Sbjct: 133732 tgcagagaagcctgt ca-ccatgccaccccagaggggacttctgaagcatgccgcat 133787 

Query: 840 gattcttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctct 899 

IIIIIIIIIIII lllllllll IIIIIIIIIIII MMMMMMMMMMIMM 

Sbjct : 133788 gattcttgaaataatgcagaaagaggcagatgaggccaaactagccgaagagattcctct 133847 
Query : 900 gaaaatcttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaattt 959 

IIIIIIIIIIII II I MM II II IMIMMM MUM M MM Ml II IIMIMM 

Sbjct : 133848 gaaaatcttggcccacaatggcttggttggaagactgattggaaaagaaggcagaaattt 133907 
Query : 960 gaagaaaattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgag 1019 

IIIIIIII II 1 1 II II 1 1 1 II II I M MM 1 1 1 1 1 1 1 i 1 1 II 1 1 1 IIIIIIIIIIII 



RID=106191 1967-29701-25492.BLASTQ3, 



http://www.ncbi.nlm.nih.gov^last/Blas 



Sbjct : 133908 gaagaaaaatgaacatgaaacagggaccaagataacaatctcatcttcgcaggatttgag 133967 



Query: 102 0 



Sbjct: 



catatacaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgc 1079 

1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1! I h 1 1 1 1 1 1 1 1 1 1 1 1 llllllllllll 

133 968 catatacaacccggaaagaaccatcactgtgaagggcacagtcgaggtctgtgccagtgc 



134027 



Query: 
Sbjct : 



1080 tgagatagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaa 1139 

III III II , Mi III 1 II III II I III lllll: Ml Ml IMIII 1 1 1 1 lllllll 

134 02 8 tgagatagagattatgaagaagctgcgtgaggcctttgaaaatgatacgctgactgttaa 134087 



Ouerv: 1140 cacccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgca 1199 

lllllll IIIIIIIIIIIIIIIIIIIMIIIIIIII I II lllllll II 111111 II 

Sbjct : 134088 tacccacttcggatacttctccagcctgtacccccatcgccagtttggcccgttcccgca 134147 



Query: 
Sbjct : 



1200 tcatcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtggg 1259 

llllllllllllllllllllllllllllll Ml I II 1 1: II 1 1 Mill III IMIII 

13414 8 tcatcactcttatccagagcaggagattgtcaatctcttcatcccaacccagggtgtggg 



134207 



Query: 1260 



cgccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctc 1319 

I II I III IMIII III 1 1 III II I III III III III III II I III III I lllll III _ 

Sbjct : 134208 cgccatcatcgggaagaaaggggcacacatcaaacagctggcgagattcgtgggagcctc 134267 



Query : 132 0 tatcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccgg 

iiiiiii i i ii mi i iiiiiii mi iiiiiiiiiiiii i 

Sbjct : 134268 catcaaga-t c-gc ccctg-cgtcagc ggaaggtcatcatcacctg 



1379 



134310 



Query : 
Sbjct : 



1380 gccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaa 143 9 

llllllllll lllllll MM MM M MMIMIMI Ml MM lllll 

134311 gccaccggaatcccagttcaaggcccagggacggatctttgggaaactgaaagaagaaaa 134370 



Query: 
Sbjct : 



1440 cttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccac 14 99 

Ml Ml I II I II II II MM llllllllllll I II MM III MIIMIMI 

1343 71 cttttttaaccccaaagaagacgtgaagctggaaacccatatcagagtgccctcttccac 13443 0 



Query : 
Sbjct : 



1500 aqctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccag 1559 

1 1 1 1 1 . 1 1 ' 1 1 , 1 1 - 1 1 1 1 1 1 1 ' 1 1 1 1 ' 1 1 1 ' 1 1 1 1 II II MM 1 1 1 1 III 

134431 cgctggccgggtgattggcaaagggggcaagaccgtgaatgaactgcagaatttaatcag 



134490 



Query : 1560 tgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcag 1619 

IMIMII MMIMIMM MM IIIMMIMIMIIIIMI llllllllll 

Sbjct : 134491 tgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaaatgatcgtcag 134550 



Query: 
Sbjct: 



162 0 aattatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtaca 1679 

MMIMMMMIMI MMIMIMI MMMMMMMIMMIMMIMM 

134551 aattatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtaca 134610 



Query: 
Sbjct: 



1680 acaggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtg 173 9 

IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIMIIIIIIIMII I IMIMII 

134611 acaggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtg 134670 



Query: 1740 aggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacaga 

Ml llllllllllll llllllllllllll II Ml MM M Ml I IMIMII II Ml 



1799 



RIEN106191 1 967-2970 1 -25492. BLASTQ3, 



http://www.ncbi.nlm.nih.gov^last/Blas 



Sbjct : 134671 aggatcccacaggcacaagcaaaacaacggaagaatgtagcccttccaacacctgacaga 134730 



Ouerv: 1800 atgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgaga 

' llllllllllll inn i i in 1 1 1 

Sbjct: 134731 atgagaccaaacacagccagccagatcaagagcaaaccaaagaccatctgaggaatgaga 



1859 



134790 



Query: 
Sbjct: 



1860 agtctgcggaggcggccagggactctgccgaggccctgagaaccccaggggccgaggagg 1919 

MM III III III II M II I IMM 

1347 91 agtctgcggaggcggccagggactctgtagaggccctgagaaccccaggggccgaggagg 



134850 



Query: 1920 ggcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccgccccccaggg 

II I III Ml II I Mill I Ml Mill I IIIIIMM 

Sbjct : 134851 ggtggggaaggtaaaccaggtttgccagaaccaccgggcccctcctcctgtcccccaggg 



1979 



134910 



Query: 
Sbjct : 



1980 cttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactcccacg 2039 

MMMMMMMMMMIIMMMMMMMMMMIIIIIII MINIM I 

134 911 cttctgcaggcttcagccatccacttcaccatccactcggatctctccttaactcccatg 134 970 



Query : 
Sbjct : 



2040 



acgctatcccttttagttgaactaacataggtgaacgt-gttcaaagccaagcaaaatgc 2 098 

MM I II II II II Ml Ml Ml Ml MUM Ml I 1 1 II II 1 1 II 1 1 II 1 1 II 1 1 1 

134 971 acgctatcccttttagttgaactaaaataggtaaacattgttcaaagccaagcaaaatgc 13 5030 



Query: 
Sbjct : 



2 099 acaccctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaaga 2158 

II MM III III MUM MM MM 11111111:11 lllllll 

135031 acgcccttttt-tgtggcaaatagtctctctacacgtgtatacatattagaaggggaaga 



135089 



Query : 
Sbjct: 



2159 tgttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaa 2218 

llllllllllll liUIIII IIMML ImII I MlllhllMIIMIIIII 

13 5090 tgttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaa 13 514 9 



Query: 
Sbjct: 



2219 ataatatatcaaataactcaactaactccaatttttaatcaattatta 22 66 

llllllllllll hi MM I I MMMMMMMIMM 

135150 ataatatatcaaataact-aact--c-c-aatttttaatcaattatta 135192 



Score = 675 bits (351), Expect =0.0 
Identities = 407/442 (92%) , Gaps = 6/442 (1%) 
Strand = Plus / Plus 



Query: 
Sbjct: 



2682 aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacacaaa 2741 

1 1 1 1 1 1 1 1 ; 1 1 1 1 1 1 1 r : 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 ' i 

135606 aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacacaaa 135665 



Query: 
Sbjct: 



2742 ccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtcctagc 2 801 

MINIM III II II II II III III III Mill I Ml II ! Mi II E I II MINIM III 

135666 ccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtcctagc 13572 5 



Query: 
Sbjct: 



2 802 gt t ttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaaaa 2861 

II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 N 1 1 1 I II 1 1 1 1 1 1 1 1 1 1 IN 1 1 1 1 1 1 1 1 1 1 N 1 1 1 

13572 6 attttggaagaggaaaacaggaacctatcaaaccaaccaatcaaccaaacaaagaaaaaa 135785 



Query: 2862 ttccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaatatt 

! 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 



2921 



RID= 1 06 1 9 1 1 967-2970 1 -25492.BLASTQ3, httpV/www.ncbi.nlm.nih.gov/blast/Blas 
Sbjct: 135786 ttccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaatact 135845 



Query: 2 922 cagcaaaatgattcctttctttnnnnnnnnnnntgtggaggaaagtagaaattta-ccaa 2 980 

lllllllll III MINIM I M MMMIMMIMIMM III 

Sbjct: 135846 cagcaaaataatttctttcttt -aaaaaaaaaatgtggaggaaagtagaaatttatacaa 135904 
Ouerv: 2981 qqttattggcccagggcgttaaa-ttcacagannnnnnnaacgagaaaaacacacag-aa 303 8 

ill mi mi 1 1 1 1 1 1 1 1 1 1 1 1 1 n 1 1 1 1 illlllllllll ii 

Sbjct : 135905 ggttgttgacccagggcgttaaactt-acagattattttaacgagaaaaacacacagaaa 135963 
Query: 3039 gaagctacctcaggtg- tttttacctcagcaccttgctcttgtgtttcccttagagattt 3097 

IIIIIIIIIIIIIII Ml MIIMI MUM II II MM MIIMI II 1 1 1 1 1 1 

Sbjct : 135964 aaagctacctcaggtgttttttacctcagcaccttgctcttgtgtttcccttacagattt 136023 
Query: 3098 tgtaaagctgatagttggagca 3119 

iiiiii 1 1 1 1 iiiiiiiiii 

Sbjct: 136024 tgtaaaactgacagttggagca 136045 

Score = 412 bits (214) , Expect = e-111 
Identities = 258/279 (92%), Gaps = 3/279 (1%) 
Strand = Plus / Plus 

Query: 2283 aaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctcacggtg 2342 

MIIMI MM IIIIIIIIIIIIIII I MM I MM III II 

Sbjct: 135206 aaagagagagcaggcttttctagactttaaag- - t-ctttctttagaaggtctcaccgtg 135262 
Query: 2343 taqagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtcggaag 2402 

lllllllll Ml MIIMI MMMMMMIMM MUM I Mill 

Sbjct : 135263 tagagaggaccttcgaggccacccacacaaaattcacccagaaggaaattttgtcggaag 135322 

Query: 2403 gacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtctccttg 2462 

lllllllll I i I I : I I I 111,111 M II I I II I I II I I I I II II I I lllllllll 

Sbjct : 135323 gacactcacagcagttctggatcacctatgtatgtcaacagaagggatactgtctccttg 135382 

Query: 2463 aagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctctttgctt 2522 

Ml MMMMMMIMIIMMMIMIMM 1 1 II II II I II II I II II I II 1 1 1 

Sbjct : 135383 aaggggaaactctgtcactcctcatgcctgtctaggtcatacacccatttctctttgctt 135442 
Query: 2523 cacaggttttaaactggttttttgcatactgctatataa 2561 

III IIIIIIIMII IIIMIIIIIIIIM MMM 

Sbjct: 135443 cacaggttttaaactggttttttgcatactgctatataa 135481 

Score = 208 bits (108) , Expect = 6e-50 
Identities = 117/122 (95%) 
Strand = Plus / Plus 

Query: 3159 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3218 

1 1 1 1 1 1 II 1 1 1 1 M 1 1 1 1 1 1 1 1 IIIIIIIIIIIIIIIIIII 

Sbjct : 136085 taagatatcaactgccagcctggagaaggtgacagtccaaatgtgcaacagctgttctga 136144 
Query: 3219 attgtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3278 

lllllllll llllllllllllll Mill II 1 1 1 1 1 1 II 1 1 II 1 1 IIIIIIIIII 



RIEN1061911967-29701-25492.BLASTQ3, http://www.ncbi.nlm.nih.gov/blastmias 

Sbjct : 136145 attgtcttctgctagccaagaacctatatgaccttcttttggacaaactttgaaaatgtt 136204 

Query: 3279 ta 3280 
II 

Sbjct: 136205 ta 136206 

> qi 1 15552 942 | emb | AL59617 7 . 4 \ Human DNA sequence from clone RP11-325P15 on chromosome 
sequence 
Length = 91084 

Score = 3505 bits (1823), Expect = 0.0 
Identities = 2138/2284 (93%), Gaps = 45/2284 (1%) 
Strand = Plus / Plus 

Query : 1 ggcagcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcgggg 60 

iiiii mi mi i mi 1 1 ii i ill ii mini ii mi Mill imimiii imm q An 

Sbjct : 9381 ggcagcggaggaggcgaggagcgccgggtaccaggccgggggaggcgcgggctcccgggg 9440 
Ouerv : 61 aaqaqacggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgac 120 

iiiiiiiii ii mi 1 1 1 1 i ii n nn 

Sbjct : 9441 aagagacgggtgatgaacaatctttacatcgggaaccttagccctgcggtcaccgccgac 9500 
Query: 121 gacctccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaag 180 

llllll MM II I II I III I II Mill III occn 

Sbjct: 9501 gacctctggcagctctttggggacaggaagctgccccccaccggacaggtcctgctcaag 9560 
Query: 181 tccggctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagacc 24 0 

Mill II I II II I II I I MM III II II 

Sbjct : 9561 tccggctatgccttcgtggactacccctacaagaactgggccatccgcgccatcgagacc 9620 
Query : 241 ctctcgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaa 300 

ITTII II Ml I MM I II III III I II III III I II I II III III II I II II III can 

Sbjct : 9621 ctctcgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaa 9680 
Query: 301 aagctaaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtg 360 

Ml Mill II I ifl III INI II I II IIIIIIIII MM 

Sbjct : 9681 aagctaaggaggagaaaaattcagattcgaaacatccctcctcacctccagtgggaggtg 9740 
Query: 361 ttggatggacttttggctcaatatgggacagtggagaatgtgg aacaagtcaacaca 417 

MM II 1 1 1 II I 11111,11!;! I : I 'I 1 1 ' , M 1 1 MINIMI! 

Sbjct : 9741 ttggatggacttttggctcaatatggaacagtggagaatgtggaacaacaagtcaacaca 98 00 
Query: 418 gacacagaaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagcc 477 

MIMIMIIII I lllllllllllllllllllllll I II IIIII IIIIMI I 

Sbjct : 9801 gacacagaaaccactgttgtcaacgtcacatatgcaac-a-ag-agaag--aaaatagac 9855 
Ouery : 478 atqqaqaaqctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccg 537 

IIIIMI llllllllllllllllllllll llllll MM 

Sbjct : 9856 atggagaggctaagcgggcatcagtttgagaactagtccttcaagatttcctacatcccg 9915 
Query: 538 qatqaagaggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcc 597 

iiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiii i 

Sbjct : 9916 gatgaagaggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcc 9975 



Rfl> 1 06 1 9 1 1 967-2970 1 -25492.BLASTQ3 , 



http://www.ncbi.nlmnih.gov/blast/Blas 



Query: 598 c-qqgagcaaggccacgcccctgggggcacttctcaggccagacagattgatttcccgct 656 

I lllllllll llllll II I I II 

Sbjct : 9976 cggggagcaaggccacgaccctgggggcgcttcttaggccagacagattgatttcctgct 10035 
Query: 657 gc-ggatcctggtcccc-ac ccagtttgttggtgccatcatcggaaaggagggct 709 

II ii iiiiiiiiiii M iiiiiiiiiiiiiiiiiiiii iiiiiiiiiiii 

Sbjct: 10036 gcagg-tcctggtcccctacagtttgcagtttgttggtgccatcatcagaaaggagggct 10094 
Query: 710 tgaccataaagaacatcactaagcagacccagtcccgggtagatatccatagaaaagaga 769 

II II: III ill MM II III II IMIMIIMMM IIIIIIIIIIIIIIIIIIIII 

Sbjct: 10095 tgaccataaagaacatcactaagtagacccagtcccggatagatatccatagaaaagaga 10154 
Query: 770 actctgqagctgcagagaagcctgtcaccatccatgccaccccagaggggacttctgaag 82 9 

I , : 1 1 : 1 I I MINIMI IMIMIIMMM 

Sbjct: 10155 actctggagctgcagagaagcctgtcaccatccatgccaccccaggggggacttctgaag 10214 
Query: 830 catgccgcatgattcttgaaatcatgcagaaagaggcagatgagaccaaactagccgaag 889 

llllll II ! 1 1 1 . 1 ! ' 1 1 ,1111111 II IMIIIIIIIIIII 

Sbjct: 10215 catgcctcatgattcttgaaatcatgcagaaagaggcagatgagaacaaactagccgaag 10274 
Query: 890 agattcctctgaaaatcttggcacacaatggcttggttggaagactgattggaaaagaag 94 9 

llllllllllllllllllllll MIM I II I I II I 

Sbjct: 10275 agattcctctgaaaatcttggcccacaatggc tt g g-ttggaaaagaag 10322 

Query : 950 gcagaaatttgaagaaaattgaacatgaaacagggaccaagataacaatctcatctttgc 1009 

I MM MIMMII IIIIMI II M IIIIMIMM lllllllllllllll 

Sbjct: 10323 gcagaaatttgaagaaaattgaacatgaaacagggaccaagatagcaatctcatctttgc 10382 
Query: 1010 aggatttgagcatatacaacccggaaagaaccatcactgtgaagggcacag-ttgaggcc 1068 

MM: I MM llllllll MM MM MIM 

Sbjct: 10383 aggatttgagcataaataaccaggaaagaatcatcactgtgaagggcacagtttgaggcc 10442 
Query: 1069 tgtgccagtgctgagatagagattatgaagaagctgcgtgaggcctttgaaaatgatatg 1128 

MMMI Ml I M I M I MM I MMMI II M I II II I II II 1 1 II 1 1 II 

Sbjct: 10443 tgtgccagtgctgagatagagattatgaagaagctgcgtgagacctttgaaaatgatatg 10502 
Query: 1129 ctggctgttaacacccactccggatacttctccagcctgtacccccatcaccagtttggc 1188 

MMMI II MMMIMIIMIMIMM MIMMII Mill Mill 

Sbjct: 10503 ttggctgttaatacgcactccggatacttctccagcttgtacccccatcaccaggttggc 10562 
Query: 1189 ccgttcccgcatcatcactcttatccagagcaggagattgtgaatctcttcatcccaacc 124 8 

MMMI II MM II MM II I Ml IMM Ml II II I II I II I II I II I II II II 

Sbjct : 10563 ccgttcccgcatcatcactcttatccagagcaggaggttgtgaatctcttcatcccaacc 10622 
Query: 1249 caggctgtgggcgccatcatcgggaagaagggg-gcacacatcaaacagctggcgagatt 1307 

UNI Ml Mill Mill MM llllll MM II M Ml MM 

Sbjct: 10623 caggctgtgggcgccattatcaggaag-aggggagcacacatcaaacagctggcgagatt 10681 
Query : 1308 cgccggagcctctatcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggt 1367 

MM llllll llllllll MM IIIIIIIIIII III MM IIIIIIIIIIII 

Sbjct: 10682 cgccacagcctccatcaagatcgcccttgcggaaggcccagacgtcaacgaaaggatggt 10741 



RID= 1 06 1 9 1 1 967-2970 1 -25492.BLASTQ3 , 



http://www.ncbi.nlmnih.gov/blast/Blas 



Query: 1368 catcatcaccgggccaccggaagcccagttcaaggcccagggacggatctttgggaaact 

MINIM II III I MM MM II IMMI MM MUM II MM MM MM III 

Sbjct : 10742 catcatcacccggccaccggaagcccagttcaaggcccagggacggatctttgggaaact 



1427 



10801 



Query: 
Sbjct : 



142 8 gaaagaggaaaacttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagt 14 87 

llllll II MM MM II llllllll llllllllll II MM II Ml I IIIIIIIII 

10802 gaaagaagaaaacttctttaaccccaaagaagaagtgaagctggaagcccgtatcagagt 10861 



Query: 
Sbjct : 



14 88 gccctcttccacagctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgca 1547 

I IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIMII! Ill III 1 1 1 1 llllllll 

10862 gccctcttccacagctggccgggtgattggcaaaggtgtcaataccttgaatgaactgca 10921 



Query : 
Sbjct: 



1548 gaacttaaccagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgagga 1607 

MIIIIIIIIIM IIIMIMMIMIIMIIIIIIMIII III IIIIIIIIMIIIII 

10922 gaacttaaccagtgcagaagtcatcgtgcctcgtgaccaaaggccagatgaaaatgagga 10981 



Query : 
Sbjct: 



1608 agtgatcgtcagaattatcgggcacttctttgcta-gccagactgcacagcgcaagatca 1666 

llllllllllllllllll II IMMI II II III llllll III llllllll 

10982 agtgatcgtcagaattattggacacttctttgctacccca-actgcatagcacaagatca 1104 0 



Query : 
Sbjct: 



1667 gggaaattgtacaacaggtgaagcagcaggagcagaaataccctcagggagtcgcctcac 1726 

mm Mini iiiiiiiiiiiiEii iiiiiiii Mini ii mm iiiiiiiiiii 

11041 gggaaactgtacaacaggtgaagcagcaagagcagaaataccctcagggagtcgcctcac 11100 



Query: 1727 agcgcagcaagtgaggctcccacaggcaccagcaaaacaacggatgaatgtagcccttcc 17 86 

Ml MMMMMIIMM II II! II MIIMM IMMM I MM II 

Sbjct: 11101 agcacagcaagtgaggctcccacaggcaccagcaaaacaacggatgaatggagcccttcc 11160 



Query : 
Sbjct : 



17 87 aacacctgacagaatgagaccaaacgcagccagccagatcgggagcaaaccaaagaccat 1846 

Mill MM MM IIIIIIIIIII IIIIIIIIIII MM II II lllllllllllllll 

11161 aacacctgacagaatgagaccaaacacagccagccagatcgggagcaaaccaaagaccat 1122 0 



Query: 1847 ctgaggaatgagaagtctgcggaggcggccagggactctgccgaggccctgagaacccca 1906 

I MM llllllllllll IIMIIMI MM llllllll IMMIMIMM III 

Sbjct: 11221 ctgaggaatgagaagtctgcggaggctgccacggactctgaagaggccctgagaattcca 11280 
Query: 1907 ggggccgaggaggggcggggaaggtcagccaggtttgccagaaccaccgagccccgcctc 1966 

lllllllllllllll MMMMMIMIIMIIIIIIIIIMI II I MM II II 

Sbjct: 11281 ggggccgaggaggggtggggaaggtcagccaggtttgccagaaccactgggccc-gcttc 11339 
Query: 1967 ccgccccc- -cagggcttctgcaggcttcagccatccacttcaccatccactcggatctc 2024 

I Mill III MIMIIMMMIMMIMIIMIIMIM llllllll llllll 

Sbjct: 11340 tcacccccatcagggcttctgcaggcttcagccatccacttcaccatccactccgatctc 11399 

Query: 2025 tcctgaactcccacgacgctatcccttttagttgaactaacataggtgaacgtgttcaaa 20 84 

I I I I I I I I I I I I II I I I I I I I M I I I I I I II I I I I I II I I II II Ml I IIMIII 
Sbjct: 11400 tccttaactcccacgacgctatcccttttagttgaactaacatag-tgat-gcgttcaaa 11457 



Query: 2085 gccaagcaaaatgcacaccctttttctgtggcaaatcgtctctgtacatgtgtgtacata 2144 

I MM Mil MM MM MM Ml I MM III II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 llllll 

Sbjct: 11458 gccaagcaaaatgcacaccctttttttgtgacaagtcatctctgtacatgtgtatacata 11517 



RID=106191 1 967-2970 1-25492.BLASTQ3, http://www.ncbi.nlmnih.gov/blast^las 



Query: 2145 ttagaaagggaa-gatgttaagatatgtggcctgtgggttacacagggtgcctgcagcgg 2203 

IIIIII fill I I III IIIIII IIIIII Mill III lllllll I 

Sbjct : 11518 ttagaa-gggaaagatgttaagatatgtggcctgtgggttacacagggtgcctgcagcag 



11576 



Ouerv 2204 taatatattttagaaataatatatcaaataactcaactaactccaatttttaatcaatta 2263 

M III III li: il; II; I II I II Ml M: Ml III III I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 

Sbjct: 11577 taatatattttagaaataatatatcaaataactcatcta-c- 



---aatttttaatcaatca 11632 



Query: 2264 ttaa 2267 
I I I I 

Sbjct: 11633 ttaa 11636 



Score = 698 bits (363), Expect = 0.0 
Identities = 448/503 (89%), Gaps = 6/503 (1%) 
Strand = Plus / Plus 



Query: 2 62 0 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgca-nnnnnnnnnn 

llllllllllllll IIIIIIIIIIIIIIIIIIIIMIMIIIII Ml 

Sbjct : 11993 cattcttttgaattccctcatccctccatctcaatcccgtatctatgcacctcactccct 



2678 



12052 



Query: 2 679 nnnaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacac 2 73 8 

Ml MM I II I Ill Mill I Ml 

Sbjct : 12053 cacagggaaagcagtgctctgagtatcgcatcacacgaaaggaacaaaagtgaaacacac 



12112 



Ouerv: 273 9 aaaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtcct 2798 

IIIIII IIIIII 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 i 1 1 1 1 1 1 1 1 _ 

Sbjct: 12113 aaaccaacctcaatttacacttggttactcaaaagaacaagagtcaatggtacatgtcct 12172 



Ouerv: 27 99 aqcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaa 

llllllllllllllllllllllllllllll Mill lllllll Ill 

Sbjct : 12173 agcgttttggaagaggaaaacaggaacccatcaaaccaaccaatcaaccaaacaaagaaa 



2858 



12232 



Query: 2859 aaattccacaatgaaagaatgtattttgtc-tttttgcattttggtgtataagccatcaa 2917 

Miiiiii i M lllllll I hi 

Sbjct : 12233 aaattccacaatgaaagaaggtgttttgtcttttttgcattttggtgtataagccatcaa 



12292 



Ouerv: 2 918 tattcagcaaaatgattcctttctttnnnnnnnnnnntgtggaggaaagtagaaatttac 2 977 

MIIIIII MM II III MMMI IIIIII 

Sbjct: 12293 tattcagcaaaatgatttctttctttaaaaaaaa- - - tgtggaggaaagtagaaatttac 12349 



Query : 
Sbjct : 



2 978 caaqqttqttqqcccagggcgttaaattcacagannnnnnnaacgagaaaaacacacaga 3 037 

miiiiii milium iiiiiii i i iiiiii 

12350 caaggttgctggcccagggcattaaatttacagatttttttaatgggaaaaacacacaga 



12409 



Query: 
Sbjct: 



3 03 8 agaagctacctcaggtgttttt-acctcagcaccttgctcttgtgtttcccttagagatt 3 096 

I IIIII I MUM IIIIIIMIIIIIIIIIIII Mill 

12410 aaaagctgcctcaggtgttttttacctcagcaccttgctcttgtgtttcccttagagatt 12469 



Query: 3097 ttgtaaagctgatagttggagca 3119 

MMMI MMMMMMMI 

Sbjct: 12470 ttgtaaaactgatagttggagca 12492 



RID=106191 1967-29701-25492.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Score = 437 bits (227) , Expect = e-119 
Identities = 266/284 (93%), Gaps = 5/284 (1%) 
Strand = Plus / Plus 



Query: 
Sbjct : 



2283 aaaqaqaaagcaqgcttttctagacttt-aaagaataaag tctttgggaggtctca 2337 

mill i ii i i iiiiiiiiniiiiii 

11651 aaagagaaagcaggcttttctagactttaaaagaataaagtctttctttgggaggtctca 11710 



Query: 233 8 cqgtgtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtc 

I 1 1 1 1 1 1 lllllllllllllllllll 1 1 S 1 1 1 1 1 i Illllllllll 

Sbjct : 11711 cagtatagacaggagctttgaggccacccacacaaaattcacccagagggaaatctcaaa 



2397 



11770 



Query : 
Sbjct : 



2457 



23 98 qgaaggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtct 

MINIMI MM IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMI III 

11771 ggaaggacaatcacagcagttctggatcacctgtgtatgtcaacagaagggataccatct 1183 0 



Query: 
Sbjct: 



2458 ccttgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctctt 2517 

IMIIIIII MIMMMMIMMMMIIMMIIIIMI I II M.I 

11831 ccttgaagaagaaactctgtcactcctcatgcctgtctagctcttacacccatttctctt 11890 



Query: 
Sbjct : 



2518 tgcttcacaggttttaaactggttttttgcatactgctatataa 2561 

MIMMMMMIMIIIIII ImIIIIIII IIMIhll 

11891 tgcttcacaggttttaaactggatttttgcatactgctatataa 11934 



Score = 231 bits (120) , Expect 
Identities = 123/125 (98%) 
Strand = Plus / Plus 



6e-57 



Query: 315 9 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3218 

I ,! 1 1 1 1 1 l.il 1 1 1 1 1 1 . 1 1 ' 1 1 1 I ' i 1 1 1 1 1 1 1 II 1 1 1 1 1 'i 1 1 1 

Sbjct: 12533 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 12592 
Query: 3219 attgtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3278 

Illllllll ; I I'll' III lllllllllllllllllllllllllllllllllll 

Sbjct: 12593 attgtcttctgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 12652 

Query: 3279 tattt 3283 
Mill 

Sbjct: 12653 tattt 12657 

> gi | 27552765 | ref iNM 006548. 2| Homo sapiens IGF-II mRNA- binding protein 2 (IMP-2) , mR 
Length = 3642 

Score = 2675 bits (1391), Expect =0.0 
Identities = 1406/1421 (98%) 
Strand = Plus / Plus 

Query: 1141 acccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgcat 1200 

MM MINIUM Ml Ml Ml Ml Ml I M I M I M IM IIMIM Mill 'Mill 

Sbjct: 1274 acccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgcat 1333 



Query: 1201 catcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggc 1260 

MMMIIMMI II Ml Ml Ml Mill MM Ml Ml Ml Ml IMMMMIIIIII 



RID=106191 1967-29701-25492.BLASTQ3, 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Sbjct: 1334 catcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggc 1393 
Query: 1261 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctct 1320 

1 1 1 1 1 1 II II 1 1 M 1 1 M 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 

Sbjct: 1394 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctct 1453 
Query: 1321 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccggg 1380 

M MM MIMM 1 1 II I MMMM MM MM MM I MMM 1 1 II! Ill I II II II 

Sbjct: 1454 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccggg 1513 
Query: 13 81 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaac 144 0 

II MM: M Ml II 1 1 1 1 1 Ml IMM IIIIMM II II MM MM Ml I MMMIMM 

Sbjct: 1514 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaac 1573 
Query: 1441 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccaca 1500 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 [ 1 1 j 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 M 1 1 1 1 1 ! I 

Sbjct : 1574 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccaca 163 3 
Query: 1501 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagt 1560 

MMMMMMMMMMMMMIIIMM Ml Ml MIMM llllllllll 

Sbjct: 1634 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagt 1693 
Query: 1561 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcaga 1620 

1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 ! 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 i 1 1 1 1 i 1 1 1 1 1 1 1 1 

Sbjct: 1694 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcaga 1753 
Query: 1621 attatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtacaa 1680 

M MMMIMM iMIMIMI MMMI MM II MIMMIMMMIM 

Sbjct: 1754 attatcgggcacttctttgctagccagactgcacagcgcaagatcagggaaattgtacaa 1813 
Query: 1681 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtga 1740 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 E 1 1 1 1 1 1 i ! I i 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1814 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagcgcagcaagtga 1873 
Query: 1741 ggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacagaa 1800 

MMIMIIIMI II Ml III Ml IMMIIMM MM MIMI MMM 

Sbjct: 1874 ggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaacacctgacagaa 1933 
Query: 1801 tgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgagaa 1860 

MIMIMI III MIMM MMMMMMMMIMMMMIIMM MIMI 

Sbjct: 1934 tgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctgaggaatgagaa 1993 
Query: 1861 gtctgcggaggcggccagggactctgccgaggccctgagaaccccaggggccgaggaggg 1920 

MIIMMII MIMM MMMMMMMMIIMMMMIIMI MIMM I 

Sbjct: 1994 gtctgcggaggcggccagggactctgccgaggccctgagaaccccaggggccgaggaggg 2053 
Query: 1921 gcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccgccccccagggc 1980 

MMM MINI II INI INI MM IIIIIMI II III III III 1 1 III III I II II II 

Sbjct: 2054 gcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccgccccccagggc 2113 
Query: 1981 ttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactcccacga 2040 

1 1 1 1 1 ] 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 i i i 1 1 ! 1 1 1 1 J 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 [ 1 1 1 



RD> 1 06 1 9 1 1 967-2970 1 -25492.BLASTQ3, http://www.ncbi.nlmnih.gov/blast/Blas 
Sbjct : 2114 ttctgcaggcttcagccatccacttcaccatccactcggatctctcctgaactcccacga 2173 



2100 



Query: 2041 cgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaatgcac 

II MINIM III I INI I III MM MM INI MM M M MM M M MM M II II 

Sbjct: 2174 cgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaagcaaaatgcac 2233 



Query: 2101 accctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaagatg 2160 

Mill MM llllllll IMIIIIIIIII MM IIIIMM Ml Mill MM II MM 

Sbjct: 2234 accctttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaagggaagatg 2293 
Query: 2161 ttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaaat 2220 

1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M I 

Sbjct: 2294 ttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatatattttagaaat 2353 



Query: 
Sbjct : 



2221 aatatatcaaataactcaactaactccaatttttaatcaattattaannnnnnnnnnnnn 2280 

Mill IIIIIMMII MMMMMMMMMMIMIIII 

2354 aatatatcaaataactcaactaactccaatttttaatcaattattaatttttttttcttt 2413 



Query: 
Sbjct: 



2281 nnaaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctcacgg 2340 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

2414 ttaaagagaaagcaggcttttctagactttaaagaataaagtctttgggaggtctcacgg 2473 



Query: 
Sbjct : 



2341 tgtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtcgga 2400 

I MUM MMIM II MMMMMMIMIMI MMMIMMMIMM 

2474 tgtagagaggagctttgaggccacccgcacaaaattcacccagagggaaatctcgtcgga 2 533 



Query : 
Sbjct: 



2401 aggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtctcct 2460 

1 1 1 1 1 1 1 i 1 1 1 1 1 1 1! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 

2534 aggacactcacggcagttctggatcacctgtgtatgtcaacagaagggataccgtctcct 2593 



Query : 
Sbjct : 



2461 tgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctctttgc 252 0 

I MIMIM IIIMIMM MMMMMMIMIMI MIMII MIIMIIII 

2594 tgaagaggaaactctgtcactcctcatgcctgtctagctcatacacccatttctctttgc 2 653 



Query: 2521 ttcacaggttttaaactggttttttgcatactgctatataa 2561 

1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 i i 1 1 1 1 

Sbjct: 2654 ttcacaggttttaaactggttttttgcatactgctatataa 2694 



Score = 2184 bits (1136), Expect = 0.0 
Identities = 1136/1136 (100%) 
Strand = Plus / Plus 



Query: 5 gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaaga 

1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! M 

Sb j ct : 9 gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggctctcggggaaga 



64 



68 



Query: 65 
Sbjct: 69 



gacggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacc 124 

MIMIIIIIMI II MM III MIMIM MM I MIMII MM II II MM Mill! 

gacggatgatgaacaagctttacatcgggaacctgagccccgccgtcaccgccgacgacc 128 



Query: 125 tccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccg 

IIIIIIIIIIMIIIIIIIIIIIIIMIIMIIIIIIIIIII MIMIIIIIIIIIIMI 



184 



RH> 1 06 1 9 1 1 967-2970 1 -25492.BLASTQ3, 



http:/Avww.ncbi.nlmnih.gov^ast/Blas 



Sbjct : 12 9 tccggcagctctttggggacaggaagctgcccctggcgggacaggtcctgctgaagtccg 188 



Query: 185 qctacqccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctct 

III Mill III II ! Ill 1 ,1111 1 llllllllilllllllllllMMIMIIMIIIM 

Sb j ct : 189 gctacgccttcgtggactaccccgaccagaactgggccatccgcgccatcgagaccctct 



244 



248 



Query: 
Sbjct: 



245 
249 



304 



cqqqtaaagtqqaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagc 

I Til 1 1 1 1 II 1 1 II 1 1 II Ill 1 1 MM Mil 

cgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagtctctaaaaagc 308 



Query: 
Sbjct: 



305 
309 



taaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgg 364 

M Mill M I MM I M M Ml MIIIMI MM IMMI III II I IMM Mill I IM 

taaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtgggaggtgttgg 368 



Query: 365 atqgacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacag 

Mil Ill III INI II II II II II Mill I II III Mil 

Sbjct : 369 atggacttttggctcaatatgggacagtggagaatgtggaacaagtcaacacagacacag 



424 



428 



Query: 425 aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggaga 

II II Ml Ml II I II I Ml MM 1 1 III I IMM I lllllll M III 1 1 IMM 1 1 

Sbjct : 42 9 aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaatagccatggaga 



484 



488 



Query : 
Sbjct: 



485 
489 



544 



aqctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaag 

MMIIIMIIMI I MM MUM lllllll I IMMMIMI MM I 

agctaagcgggcatcagtttgagaactactccttcaagatttcctacatcccggatgaag 54 8 



Query : 
Sbjct : 



545 
549 



604 



aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagc 

IIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIMMIIIIIIIIIII 

aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactcttcccgggagc 608 



Query: 
Sbjct: 



605 
609 



aaggccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcc 664 

IIIIIMMMIMIMIM IMIMIIIIIIIIMIIIMIIII IIIIIIMIIIIIIi 

aaggccacgcccctgggggcacttctcaggccagacagattgatttcccgctgcggatcc 668 



Query: 665 tggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaaca 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 669 tggtccccacccagtttgttggtgccatcatcggaaaggagggcttgaccataaagaaca 



724 



728 



Query: 725 tcactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcag 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Sbjct : 72 9 tcactaagcagacccagtcccgggtagatatccatagaaaagagaactctggagctgcag 



784 



788 



Query: 785 agaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattc 844 

I IIIIIMMIM Ml MM MUM MMMMIMIMIIIMMIIIII 

Sbjct : 789 agaagcctgtcaccatccatgccaccccagaggggacttctgaagcatgccgcatgattc 848 
Query : 845 ttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaa 904 

MM IMIIIMIIIMIII IMIIIMMIIIIM! IMMIIIIIIMIIIM 

Sbjct : 84 9 ttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagattcctctgaaaa 908 



Query: 905 tcttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaaga 

IMM IIIIIMIII II Ml IIIIMIMIIIMI II Ml Mill MUM I lllllll 



964 



RID=106191 1967-29701-25492.BLASTQ3, 



http:/Avww.ncbi.nlm.nih.gov/blast/Blas 



Sbjct : 909 tcttggcacacaatggcttggttggaagactgattggaaaagaaggcagaaatttgaaga 968 



Query: 
Sbjct : 



965 aaattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatat 1024 

IMIIIMIIIIIIIIIIIIIMIMIIIIIIIIIIIIMIIIIIIIMI IMIIIIIII 

969 aaattgaacatgaaacagggaccaagataacaatctcatctttgcaggatttgagcatat 1028 



Query: 
Sbjct: 



1025 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgaga 1084 

M'JII I II I II II !l Mil Mill: ,111 MM INI MM III! INI II M MINI 

102 9 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgccagtgctgaga 1088 



Query : 1085 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaac 

MIMIMMMIMIMMMMIIMMMMMIIMMMIIMIIIIMM 

Sbjct : 108 9 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggctgttaac 



1140 



1144 



Score = 1058 bits (550), Expect =0.0 
Identities = 609/665 (91%), Gaps = 2/665 (0%) 
Strand = Plus / Plus 



Query: 2620 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 2679 

I MIIIIIIIIIIMI MIIIIIIIIIIMIIIIIIIIIMIIMII 

Sbjct: 2753 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgca-cccccccccc 2811 
Query: 2680 nnaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2739 

iii.iii ill i 1 1 ' i 1 1 1 1 1 . . i 1 1 1 1 1 ill i 1 1 ! 1 1 1 1 1 : 1 1 1 1 1 

Sbjct : 2812 ccaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2871 
Query: 2740 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2799 

MMIMM MIMIIIIIII II MUM MMIIMM MMMM MM 

Sbjct: 2 872 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2 931 
Query: 2800 qcqttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2859 

1 1 1 1 1 : i 1 1 .11 II MMIIMM MIMM I 

Sbjct: 2932 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2991 
Query: 2860 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 2919 

IIIMIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII 

Sbjct: 2992 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3051 



Query: 
Sbjct: 



2 92 0 t tcagcaaaatgat tcct ttc t t t -nnnnnnnnnnntgtggaggaaagtagaaat t t acc 2 978 

IMMII Ml MM M I Ml II I III I II! Ill MM II II III Ml 

3 052 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3111 



Query: 
Sbjct : 



2 97 9 aaggttgttggcccagggcgttaaattcacagannnnnnnaacgagaaaaacacacagaa 3 038 

MUM MM M II II I Mill I IM MIMM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

3112 aaggttgttggcccagggcgttaaattcacagatttttttaacgagaaaaacacacagaa 3171 



Query: 
Sbjct: 



3 03 9 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3098 

; : i: 1 1 1 1 ; I h 1 1 M I i 1 1 M 1 1 1 1 1 1 1 1 1 1 1 : in 1 1 1 : 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 m 

3172 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3231 



Query: 3 099 gtaaagctgatagttggagcannnnnnnnnnnnnnnaataaaaatgagttggnnnnnnnn 

IMIIMIII MIMM i III MINIMI 



3158 



RID=106191 1967-2970I-25492.BLASTQ3, http^/www.ncbi.nlmnih.gov/blasl^las 
Sbjct: 3232 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 3291 
Query: 3159 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3218 

CK . , , II I M I M Ml 1 1 1 1 1 1 1 1 III II 1 1 MM 1 1 1 III I M I III 1 1 M 1 1 1 1 II I M I II I 

Sbjct: 3292 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3351 
Query: 3219 attgtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3278 

OK . , „ co iiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 3352 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 3411 
Query: 3279 tattt 3283 

Mill 

Sbjct: 3412 tattt 3416 

> gi | 33 878041 |gb|BC0212 90 .2 | Homo sapiens IGF- II mRNA-binding protein 2, mRNA (cDNA c 
MGC:29539 IMAGE : 5090334 ) , complete cds 
Length = 3633 

Score = 2675 bits (1391), Expect = 0.0 
Identities = 1406/1421 (98%) 
Strand = Plus / Plus 

Query: 1141 acccactccggatacttctccagcctgtacccccatcaccagtttggcccqttcccqcat 1200 

qh . , IIIIIIIIIIIIIIIIIIIIIIII Mill MUM I III Mill Mill 

sojct: 1265 acccactccggatacttctccagcctgtacccccatcaccagtttggcccgttcccgcat 1324 
Query: 1201 catcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctqtqqqc 1260 

sb . h M 1 1 1 1 1 mm 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 iTTTi 

Sbjct: 1325 catcactcttatccagagcaggagattgtgaatctcttcatcccaacccaggctgtgggc 1384 
Query: 12 61 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctct 132 0 

qh . h MMMMMMMMiiiiiiiii i i iiiiiiiiiiii 

Sojct: 13 85 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcgccggagcctct 1444 
Query: 1321 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccggg 1380 

qh . , IIIIMMMMMMMMMMMMMMMMMMMMMMMIIIIIIIIII 

ssjct: 1445 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatcatcaccggg 1504 
Query: 1381 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaac 1440 

QH . , _ c IIIIMMMMMMMMMMMMMMMMMMMMMMIIIIIIIIIIII 

sojct: 1505 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactgaaagaggaaaac 1564 
Query: 1441 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccaca 1500 

^ ™ 1 1 1 1 Ml M M II II II II II I II 1 1 1 II II I II II 1 1 1 1 II II II I II I II 1 1 II I II I 

stgct: 1565 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgccctcttccaca 1624 
Query: 1501 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagt 1560 

^. , MMMMMMMMMMMMMMMMIMMMMMMMMMIIIIIIIII 

bDjct: 1625 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaacttaaccagt 1684 
Query: 1561 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcqtcaqa 1620 

^ , ^ MMMMMMMMMIIMIMMMIMIMMMMIMMMMIIIMIIIII 

bDjct: 1685 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtgatcgtcaga 1744 



NCBI Blast 



http:/Avww.ncbi.nlmnih.gov/blast/Blas 



NCBI 

Nucleotide 




formatting 



Protein 



Translations 



Retrieve results for an RID 



Your request has been successfully submitted and put into the Blast Queue. 
Query = (3283 letters) 

The request ID is 1 1061911986-102-2243384 .BLASTQ3 



or 



m 



The results are estimated to be ready in 0 seconds but may be done sooner. 

Please press "FORMAT!" when you wish to check your results. You may change the forrratting options for your result via the 
form below and press "FORMAT!" again. You may also request results of a different search by entering any other valid 
request ED to see other recent jobs. 



Format 



Show gl Graphical Overview B Linkout □ Sequence Retrieval El NCBI-gil Alignment Mini HTML 
Number of: Descriptions 100 | T Alignments _ 



50 



Alignment view Pairwise 



Limit results by 
entrez query 

Expect value 
range: 



or select from: l (none)" 



][ 



NCBI Blast 



http://www.ncbi.nlm.nih.gov/blast/Blas 



ncb: 

Nucleotide 




formatting 



Protein 



Translations 



Retrieve results for an RID 



Your request has been successfully submitted and put into the Blast Queue. 
Query = (3283 letters) 




The request ID is [ 1061911967-29701-25492 .BLASTQ3 I 
or 

The results are estimated to be ready in 0 seconds but may be done sooner. 

Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via the 
form below and press "FORMAT!" again. You may also request results of a different search by entering any other valid 
request ID to see other recent jobs. 



Format 



Show E| Graphical Overview El Linkout El Sequence Retrieval El NCBI-gil Alignment | ▼ | in ["HTML 



Number of: Descriptions 



100 ▼ 



Alignments 



50 



Alignment view Hit Table 



Start formatting 
from query # 

Limit results by 
entrez query 

Expect value 
range: 



J or select from: l (none) 



][ 



Results file □ 



5^1 ? 



vs 



r 



a It /if- d^QJ^L^^ 



file:///Un 



Sequences producing significant alignments : 



gi 

i 

gi 
gi 
gi 
gi 



17910814 |gb|AR171864 . 1 |AR171864 Sequence 5 from patent U. 
33019694 |dbj |BD209924 .l| Isolated nucleic acid molecules. 
33738475 | gb | AR343073 . 1 | Sequence 5 from patent U^"5576756 



17910816 |gb|AR171866.l|AR171866 Sequence 7 from patent U. . 
33019696 |dbj |BD209926 . 1 | Isolated nucleic acid molecules.. 
33738477 |gb|AR343075 . 1 | Sequence 7 from patent US 6576756 
23222756 | dbj | BD127811 . 1 | Primer for synthesizing full-le.. 



Score E 
(bits) Value 



3356 
3356 
3356 
3285 
3285 
3285 
2732 



Blast Result 



http:/Avww.ncbi.nlmnih.gov/blast/bl2seq/wblast2x 



NCBI 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 

Match:(T] Mismatch:[jl gap open:|T] gap extensio n: HH 
x_dropoff: Qc] expect: ! io • 3 wordsize: [T5] Filter 0 I Align 



Sequence 1 lcl|seq_l Length 1946 (1 .. 1946) 
Sequence 2 gi 4191607 Length 2130 (1 .. 2130) 

2 




l 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 3484 bits (1812), Expect = 0.0 
Identities = 1834/1845 (99%), Gaps = 6/1845 (0%) 
Strand = Plus / Plus 



Query: 108 aggagccggaaaattcaaatccgaaatattccaccccagctccgatggg 

MINIM INI IIIIIIMIIIII MINI IIIIMIIIIIIIIIII I 

Sbjct : 244 aggagccggaaaattcaaatccgaaatattccaccccagctccgatggg 

IGF-II mRNA-binding protein 179 RSRKIQIRNIPPQLRW 



Query : 168 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaaca 

M MMMMM MMMMMMMMMMMMMMMMMM I 

Sb j ct : 3 04 agcctgctggctcagtatggtacagtagagaactgtgagcaagtgaaca 

IGF-II mRNA-binding protein 199 S LLAQYGTVENCEQVN 



Query: 



228 



Sbjct: 364 
IGF-II mRNA-binding protein 1 119 



acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaag 

MMMMMMMMMMMMMMMMMM MMMMMMI 

acggcagtggtgaatgtcacctattccaaccgggagcagaccaggcaag 
TAVVNVTYSNREQTRQ. 



Query : 2 88 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatcc 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 

Sbjct : 424 ctgaatggccaccagttggagaaccatgccctgaaggtctcctacatcc 

IGF-II mRNA-binding protein 1139 LNGHQLENHALKVSYI 



Blast Result 



http://www.ncbi.nl^l.nih.gov^last/bl2seqAvblast2x 



Query: 



348 



Sbjct: 484 
IGF- II mRNA-binding protein 1 159 



atagcacagggacctgagaatgggcgccgagggggctttggctctcggg 

III llllllllllll llllllll Mil llllllll I lllllll MM 1 1 

atagcacagggacctgagaatgggcgccgagggggctttggctctcggg 
IAQGPENGRRGGFGSR 



Query : 



408 



Sbjct: 544 
IGF-II mRNA-binding protein 1 179 



cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtgg 

I II III I IN MM I II II MM MM MM MM III I MM MM II 

cagggctcacctgtggcagcgggggccccagccaagcagcagcaagtgg 
QGSPVAAGAPAKQQQV 



Query : 



468 



Sbjct: 604 
IGF-II mRNA-binding protein 1 199 



cggctcctggtgcccacccagtatgtgggtgccattattggcaaggagg 

II I II 1 1 II I II II I II 1 1 1 II I II 1 1 II 1 1 II M I II I II 1 1 1 II 1 1 1 

cggctcctggtgcccacccagtatgtgggtgccattattggcaaggagg 
RLLVPTQYVGAI IGKE 



Query: 



528 



Sbjct: 664 
IGF-II mRNA-binding protein 1 219 



cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaagg 

1 1 II II II II M I II II I M II 1 1 1 II 1 1 M II II I II II 1 1 1 1 II 1 1 1 

cgcaacatcacaaaacagacccagtccaagatagacgtgcataggaagg 
RNITKQTQS KIDVHRK 



Query: 



588 



Sbjct: 724 
IGF-II mRNA-binding protein 1 239 



gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcct 

1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 II 1 1 M 1 1 1 1 M II 1 1 1 1 

gcagctgaaaaagccatcagtgtgcactccacccctgagggctgctcct 
AAEKAISVHSTPEGCS 



Query : 



648 



Sbjct: 784 
IGF-II mRNA-binding protein 1 259 



atgatcttggagattatgcataaagaggctaaggacaccaaaacggctg 

lllllllllllllll llllllll MM llllllllllll IMIIIMM 

atgatcttggagattatgcataaagaggctaaggacaccaaaacggctg 
MILEIMHKEAKDTKTA 



Query: 



708 



Sbjct: 844 
IGF-II mRNA-binding protein 1 279 



ctgaagatcctggcccataataactttgtagggcgtctcattggcaagg 

1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 M II I II II II I II 1 1 1 II I II I M II 1 1 1 1 1 1 

ctgaagatcctggcccataataactttgtagggcgtctcattggcaagg 
LKILAHNNFVGRL IGK 



Query: 768 

Sbjct: 904 
IGF-II mRNA-binding protein 1 299 



ctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctcgt 

II I II II 1 1 1 M 1 1 1 II 1 1 1 1 1 1 II II 1 1 1 II II I M 1 1 1 II M II 1 1 1 

ctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctcgt 
LKKVEQDTETKITISS 



Query: 



828 



Sbjct: 964 
IGF-II mRNA-binding protein 1 319 



accctttacaaccctgagaggaccatcactgtgaagggggccatcgaga 

II 1 1 II 1 1 1 II II M II 1 1 II II 1 1 II 1 1 II II 1 1 1 II 1 1 II 1 1 1 1 1 1 1 

accctttacaaccctgagaggaccatcactgtgaagggggccatcgaga 
TLYNPERTITVKGAIE 



Query: 888 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatg 

1 1 1 ii 1 1 ii 1 1 1 1 1 1 ii 1 1 1 1 1 ii 1 1 ii 1 1 1 ii 1 1 1 1 1 1 ii 1 1 1 1 M 1 1 

Sbjct: 1024 gccgagcaggaaataatgaagaaagttcgggaggcctatgagaatgatg 

IGF-II mRNA-binding protein 1 33 9 AEQE IMKKVREAYEND 



Query: 
Sbjct: 



94 8 age tctcacctgatccctggcctgaacctggctgctgtaggtc 

Ml II II I II I II 1 1 II 1 1 1 1 II 1 1 II 1 1 1 II II II 1 1 1 1 1 II 

1084 agcctgcagtctcacctgatccctggcctgaacctggctgctgtaggtc 



Blast Result 



http://ww.ncbi.nlmnih.gov/blast/bl2seq/wblast2x 



IGF- II mRNA-binding protein 1 359 



L Q 



N h A A V 



Query: 

Sbjct : 
IGF-II 



mRNA-binding protein 1 



1002 tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctc 

MM MMIIIIIIIMIIII IMMIIIill III III III III IN M 

tcatccagcgcagtcccgccgcctcccagcagcgttactggggctgctc 
SSSAVPPPPSSVTGAA 



1144 
379 



Query: 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



1062 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgccc 

IIMM I II IMMIIMM MM MM Ml Ml Ml II I III III M 

1204 tttatgcaggctcccgagcaggagatggtgcaggtgtttatccccgccc 
399 FMQAPEQEMVQVFIPA 



Query : 

Sbjct: 
IGF-II 



1122 gccatcatcggcaagaaggggcagcacatcaaacagctctcccggtttg 

lllllllllllllllllllllllllllllllllllllllllllllllll 

12 64 gccatcatcggcaagaaggggcagcacatcaaacagctctcccggt t tg 
mRNA-binding protein 1 419 AI IGKKGQHIKQLSRF. 



Query: 
Sbjct: 

IGF-II mRNA-binding protein 



1182 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggtta 

MMMMMIMIMM IMMMMMMIMM I MMMM 

13 24 atcaagattgcaccacccgaaacacctgactccaaagttcgtatggtta 
439 IKIAPPETPDSKVRMV 



Query: 

Sbjct: 
IGF-II 



mRNA-binding protein 1 



1242 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactca 

II i [ 1 1 < 1 1 ' 1 1 1 ! 1 1 i 1 1 1 1 II III 

13 84 ccgccagaggcccaattcaaggctcagggaagaatctatggcaaactca 
459 PPEAQFKAQGRIYGKL 



Query: 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



13 02 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgc 

MMIMIMIIIIII III III llllllllllllllllllllll Mill 

1444 ttctttggtcccaaggaggaagtgaagctggagacccacatacgtgtgc 
479 FFGPKEEVKLETHIRV 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



1362 gctggccgggt cattggcaaaggtggaaaaacggtgaacgagttgcaga 

MMIM II. MMMMMIMMIMMMMMIIIIMI I 

1504 gctggccgggtcattggcaaaggtggaaaaacggtgaacgagttgcaga 
499 AGRVIGKGGKTVNELQ 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 1 



1422 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccagg 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII 

1564 gctgaggtggtagtaccaagagaccagacccctgatgagaacgaccagg 
519 AEVVVPRDQTPDENDQ 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



14 82 atcat cggacat t t c tatgccagtcagatggctcaacggaagat ccgag 

1 1 1 1 1 E 1 1 1 1 1 1 1 i 1 1 { 1 1 1 i 1 1 1 1 1 ) i 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 E 1 1 1 1 

1624 atcatcggacatttctatgccagtcagatggctcaacggaagat ccgag 
539 I IGHFYASQMAQRKIR 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 1 



1542 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcac 

Ml II I IIMM Ml I MM I IIMM Ml II IIIIIIIIMI Ml M 

1684 caggttaagcagcagcatcagaagggacagagtaaccaggcccaggcac 
559 QVKQQHQKGQSNQAQA 



Query: 



1602 ccagcccctccctgtcccttngagtccaggacaacaacgggcagaaatc 

iiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiii 



Blast Result 

» i m 



http://www.ncbi.nlm.nih.gov^last/bl2seqAvblast2.c 



Sbjct : 



1744 ccagcccctccctgtcccttcgagtccaggacaacaacgggcagaaatc 



Query: 
Sbjct: 



1662 ctccccggcaggcctgagaatgagtgggaatccgggacacntgggccgg 

IIIIIIIIIIMI II III IMMIIIIMI llllllll II llllllll 

1804 ctccccggcaggcctgagaatgagtgggaatccgggacacctgggccgg 



Query : 
Sbjct : 



1722 ggtttgcccacttgattgagaaagatgttccagtgaggaaccctgatct 

lllllllllll II II III llllllllllll llllllll II IIIIIIMI 

1864 ggtttgcccacttgattgagaaagatgttccagtgaggaaccctgatct 



Query : 
Sbjct: 



17 82 acacccacccaattggcccaacactgtntgcccctcggggtgtcagaaa 

II III llllll II I III I III III IN II II Mill I II II Mill II 

1924 acacccacccaattggcccaacactgtctgcccctcggggtgtcagaaa 



Query : 
Sbjct: 



1842 ggcacttttaaacgtggattgtttaaagaagctctccaggccccaccaa 

MM Mill MM llllllll Ml II Ml I Mill I II M II III MM 

1984 ggcacttttaaacgtggattgtttaaagaagctctccaggccccaccaa 



Query : 

Sbjct : 

CPU time: 

Lambda 
1.33 

Gapped 
Lambda 
1.33 



1902 acacctcagtgggaagaaaaataaaatttccttcaggttttaaaa 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

2044 acacctcagtgggaagaaaaataaaatttccttcaggttttaaaa 



194 



208 



0.04 user sees. 

K H 
0.621 1.12 



K H 
0.621 1.12 



0.00 sys. sees 



0.04 total sees. 



Matrix: blastn matrix :1 -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 13 

Number of Sequences: 0 

Number of extensions: 13 

Number of successful extensions: 2 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 1 

length of query: 1946 

length of database: 8,918,056,233 

effective HSP length: 25 

effective length of query: 1921 

effective length of database: 8,918,056,208 

effective search space: 17131585975568 

effective search space used: 17131585975568 

T: 0 

A: 0 

XI: 6 (11.5 bits) 
X2: 26 (50.0 bits) 
SI: 12 (23.8 bits) 
S2: 21 (41.1 bits) 



Rlast Resijlt 



http:/Avww.ncbi.nlmnih.gov/blast/bl2seqAvblast2.c 



NCBI 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 

Match:[T] Mismatch :Q1 gap open:[T] gap extensio n: HH 
x_dropoff: expect: ! io • oj wordsize: Q3 Filter 0 I Align 



5e£ 

1/1/ 6 



Sequence 1 lcl|seq_l Length 3283 (1 3283) 
Sequence 2 gi 4191609 Length 2010 (1 .. 2010) 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nx database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 2090 bits (1087), Expect = 0.0 
Identities = 1098/1101 (99%) , Gaps = 1/1101 (0%) 
Strand = Plus / Plus 



Query : 



40 



Sbjct: 18 
IGF- II mRNA- binding protein 2 1 



gggagccgcgggctctcggggaagagacggatgatgaacaagctttaca 

lllllllllll III IMIIIIIII llllllllllllllllllll II 

gggagccgcggcctca-ggggaagagacggatgatgaacaagctttaca 

M N K L Y 



Query : 



100 



Sbjct: 77 
IGF- II mRNA-binding protein 2 10 



agccccgccgtcaccgccgacgacctccggcagctctttggggacagga 

iiiiiiiiiiiiiiiiiiiiiiiiiii llllllllllllllllllll M 

agccccgccgtcaccgccgacgacctccggcagctctttggggacagga 
SPAVTADDLRQLFGDR 



Query : 



160 



Sbjct: 137 
IGF- II mRNA-binding protein 2 30 



gcgggacaggtcctgctgaagtccggctacgccttcgtggactaccccg 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

gcgggacaggtcctgctgaagtccggctacgccttcgtggactaccccg 
AGQVLLKSGYAFVDYP 



Query : 



220 



Sbjct: 197 
IGF- II mRNA-binding protein 2 50 



gccatccgcgccatcgagaccctctcgggtaaagtggaattgcatggga 

III I lllllll MM MM II II MM lllllllllllll IIIIMI II 

gccatccgcgccatcgagaccctctcgggtaaagtggaattgcatggga 
AIRAIETLSGKVELHG 



Blast Result 



http://www.ncbi.nlm.nih.gov^last/bl2seq/wblast2.c 



Query : 



280 



Sbjct: 257 
IGF-II mRNA-binding protein 2 70 



gttgattactcagtctctaaaaagctaaggagcaggaaaattcagattc 

1 1 1 1 II 1 1 II 1 1 1 II I II 1 1 1 1 1 II 1 1 1 II 1 1 Ml 1 1 II 1 1 1 1 1 1 1 1 1 1 

gttgattactcagtctctaaaaagctaaggagcaggaaaattcagattc 
VDYSVSKKLRSRKIQI 



Query : 



340 



Sbjct: 317 
IGF-II mRNA-binding protein 2 90 



cctcacctgcagtgggaggtgttggatggacttttggctcaatatggga 

lllllll IIIIMIIIIIMIIIIIMIIIIIIIIIIIIIMIIIIMI 

cctcacctgcagtgggaggtgttggatggacttttggctcaatatggga 
PHLQWEVLDGLLAQYG 



Query : 



400 



Sbjct: 377 
IGF-II mRNA-binding protein 2 110 



gtggaacaagtcaacacagacacagaaaccgccgttgtcaacgtcacat 

lllllll IMMIIIIIII IIMIIIIIIIIilllllllllllllll II 

gtggaacaagtcaacacagacacagaaaccgccgttgtcaacgtcacat 
VEQVNTDTETAVVNVT 



Query: 



460 



Sbjct: 437 
IGF-II mRNA-binding protein 2 130 



gaagaagcaaaaatagccatggagaagctaagcgggcatcagtttgaga 

lllllll llllllllllll IIIIIIMIIIIIIIIIIIIIIIIIIII II 

gaagaagcaaaaatagccatggagaagctaagcgggcatcagtttgaga 
EEAKIAMEKLSGHQFE 



Query: 



520 



Sbjct: 497 
IGF-II mRNA-binding protein 2 150 



aagatttcctacatcccggatgaagaggtgagctccccttcgccccctc 

iiiiiii iiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiiiiiiii ii 

aagatttcctacatcccggatgaagaggtgagctccccttcgccccctc 
KISYIPDEEVSSPSPP 



Query : 



580 



Sbjct: 557 
IGF-II mRNA-binding protein 2 170 



cgtggggaccactcttcccgggagcaaggccacgcccctgggggcactt 

lllllll llllllllllll IIIIIIIIIIIIIIIIIIIIIIMIMI II 

cgtggggaccactcttcccgggagcaaggccacgcccctgggggcactt 
RGDHS SREQGHAPGGT 



Query: 



640 



Sbjct: 617 
IGF-II mRNA-binding protein 2 190 



cagattgatttcccgctgcggatcctggtccccacccagtttgttggtg 

IIIIIIIIIIIIIIIIIIIMIEIIIIIIIIIIIIIIIIIIII MM II 

cagattgatttcccgctgcggatcctggtccccacccagtttgttggtg 
QIDFPLRILVPTQFVG. 



Query : 



700 



Sbjct: 677 
IGF-II mRNA-binding protein 2 210 



aaggagggcttgaccataaagaacatcactaagcagacccagtcccggg 

IIIIIIIIIIIIIIMIIIIIII llllllllllllllllllllllllll 

aaggagggcttgaccataaagaacatcactaagcagacccagtcccggg 
KEGLTI KNITKQTQSR 



Query : 



760 



Sbjct: 737 
IGF-II mRNA-binding protein 2 23 0 



agaaaagagaactctggagctgcagagaagcctgtcaccatccatgcca 

I II I II Mill Mill Mill MM Ml II Mill Mill II Mill II 

agaaaagagaactctggagctgcagagaagcctgtcaccatccatgcca 
RKENSGAAEKPVTIHA 



Query : 



820 



Sbjct: 797 
IGF-II mRNA-binding protein 2 250 



acttctgaagcatgccgcatgattcttgaaatcatgcagaaagaggcag 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 f 1 1 1 1 1 i 1 1 1 1 1 1 1 

acttctgaagcatgccgcatgattcttgaaatcatgcagaaagaggcag 
TSEACRMILEIMQKEA 



Query: 
Sbjct: 



880 ctagccgaagagattcctctgaaaatcttggcacacaatggcttggttg 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 J I ! 1 1 1 1 i 1 1 1 f J 1 1 1 1 1 1 i I J 1 1 1 J 1 1 1 1 1 1 1 1 1 

857 ctagccgaagagattcctctgaaaatcttggcacacaatggcttggttg 



Blast Result 



http://www.ncbi.nlm. iiin.gov/blast/bl2seq/wblast2.c 



IGF-II mRNA-binding protein 2 270 



L A E E 



K 



L A H N G L V 



Query : 

Sbjct : 
IGF-II 



mRNA-binding protein 2 



940 ggaaaagaaggcagaaatttgaagaaaattgaacatgaaacagggacca 

lillllMIIMI llllllllllllllllllllllllllllllllll II 

917 ggaaaagaaggcagaaatttgaagaaaattgaacatgaaacagggacca 
290 GKEGRNLKKIEHETGT 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1000 tcatctttgcaggatttgagcatatacaacccggaaagaaccatcactg 

IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMI 

977 tcatctttgcaggatttgagcatatacaacccggaaagaaccatcactg 
310 SSLQDLSIYNPERTIT 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1060 gttgaggcctgtgccagtgctgagatagagattatgaagaagctgcgtg 

MIMIIIIIIIIIIIIII IIIMIIIIIIIIIIIIIMIIIIMII M 

103 7 gttgaggcctgtgccagtgctgagatagagattatgaagaagctgcgtg 
330 VEACASAEIEIMKKLR 



Query: 1120 aatgatatgctggctgttaac 1140 

iiiiiiiiiiiii null ii 

Sbjct: 1097 aatgatatgctggctgttaac 1117 

IGF-II mRNA-binding protein 2 350 N D M L A V N 

Score = 1469 bits (764), Expect = 0.0 
Identities = 764/764 (100%) 
Strand = Plus / Plus 



Query : 

Sbjct : 
IGF-II 



mRNA-binding protein 2 



1141 acccactccggatacttctccagcctgtacccccatcaccagtttggcc 

i iiiin mi in mi mill iiiiiiiiiiiiiiiiiiiiiiiiiii 

1247 acccactccggatacttctccagcctgtacccccatcaccagtttggcc 
400 THSGYFSSLYPHHQFG 



Query : 

Sbjct : 
IGF-II 



mRNA-binding protein 2 



12 01 catcactcttatccagagcaggagattgtgaatctcttcatcccaaccc 

I IMIIIIIIIMIII MIMI MMMMMMIMMIIIIMIMI 

13 07 catcactcttatccagagcaggagattgtgaatctcttcatcccaaccc 
420 HHSYPEQEIVNLFIPT 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 2 



1261 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcg 

I Ml lllllllll Ml MIMI lllllllllllllllllllllllll II 

1367 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcg 
440 AI IGKKGAH I KQLARF. 



Query : 
Sbjct : 

IGF-II mRNA- 



binding protein 2 



1321 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtca 

I MIMI MIMI lllllllll IIIIIIIIIIIIIIIIIIIMMII II 

1427 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtca 
460 IKIAPAEGPDVSERMV 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



13 81 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactga 

I Ml MIMI MIMIMIIIMIMIIMIMIMIIIIIIIIIII II 

1487 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactga 
480 PPEAQFKAQGRI FGKL 



Query : 



1441 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgc 

I II I MMII Ml Ml III MIMIIIIII IMMIIII MM I III II 



Blast Result 



http://www.ncbi.nlm.nih.gov/blast/bl2seqAvblast2-c 



Sbjct : 1547 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgc 

IGF- II mRNA-binding protein 2 500 FFNPKEEVKLEAHIRV 

Query : 1501 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcaga 

I MINI III MIIIIIMIIIIIIM IIIIMII IMIII IIIIIMI 

Sbjct : 1607 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcaga 

IGF-II mRNA-binding protein 2 520 AGRVIGKGGKTVNELQ 

Query 1561 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaag 

I IIIIIIMI IIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIMI 

Sbjct : 1667 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaag 

IGF-II mRNA-binding protein 2 540 AEVIVPRDQTPDENEE 

Query : 1621 at tat cgggcac ttc t ttgc tagccagactgcacagcgcaagat caggg 

MM Ml III III MM I III II 1 1 MM I Mill II I II I IM Ml II 

Sbjct : 1727 attatcgggcacttctttgctagccagactgcacagcgcaagatcaggg 

IGF-II mRNA-binding protein 2 560 I IGHFFASQTAQRKIR 

Query : 1681 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagc 

Mill IMM MIMMIIIIIMIMI IMIIMI IM MM 

Sbjct : 1787 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagc 

IGF-II mRNA-binding protein 2 580 QVKQQEQKYPQGVASQ 



Query: 
Sbjct : 



1741 ggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaac 

Ml Ml Ml II MM I Ml II 1 1 II II I Mill 1 1 1 II I M I IM M 

1847 ggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaac 



Query : 
Sbjct: 



1801 tgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctg 

1 1 ] 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 E I i 1 1 1 1 1 ! I 

1907 tgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctg 



Query: 
Sbjct : 
CPU time: 



1861 gtctgcggaggcggccagggactctgccgaggccctgagaaccc 1904 

MMMM II MIIIIIIIIIIIIIMMIIMIMMII 

1967 gtctgcggaggcggccagggactctgccgaggccctgagaaccc 2010 



0 . 04 user sees . 



0.01 sys. sees 



0.05 total sees. 



Lambda 
1.33 



K H 
0.621 



1. 12 



Gapped 
Lambda 
1.33 



K H 
0.621 1.12 



Matrix: blastn matrix:! -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB : 9 

Number of Sequences : 0 

Number of extensions: 9 

Number of successful extensions: 4 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 

Number of HSP's gapped (non-prelim): 4 

length of query: 32 83 

length of database: 8,918,056,233 



Result 



http://www.ncbi.nImnih.gov^last/bl2seqAvblast2.c 



effective HSP length: 26 

effective length of query: 3257 

effective length of database: 8,918,056,207 

effective search space: 29046109066199 

effective search space used: 29046109066199 

T: 0 

A: 0 

XI: 6 (11.5 bits) 
X2: 26 (50.0 bits) 
SI: 12 (23.8 bits) 
S2: 22 (43.0 bits) 



Blast 



http://www.ncbi.nlmnih.gov/blast/Blas 



<S NCB1 

Nucleotide 



formatting 



Protein 



Translations 



Retrieve results for an RID 



Your request has been successfully submitted and put into the Blast Queue. 
Query = (556 letters) 



The request ID is 



1061925537-609-1058353 . BLASTQ3 




[or^gggjg| 

The results are estimated to be ready in 0 seconds but may be done sooner. 



Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via the 
form below and press "FORMAT!" again. You may also request results of a different search by entering any other valid 
request ID to see other recent jobs. 



Format 



Show [71 Graphical Overview El Linkout H Sequence Retrieval El NCBI-gil Alignment | ▼ 1 in fur^ 
Number of: Descriptions! 100 [▼] Alignments 



50 



Alignment view | Pairwise 



PSl^BLAST' ^1 with inclusion threshold:| 0-005 



Limit results by 
entrez query 



J or select from: ! (none) 



Expect value 
range: 



RID= 1 06 1 9 1 6244-523-27275 1 4.BLASTQ3, 



http://www.ncbi.nlmnih.gov/blast/Blas 



^ NCBI 



results of 



BLASTN 2.2.6 [Apr-09-2003] 

RID: 1061916244-523-2727514 .BLASTQ3 

Database: All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS, 
GSS, or phase 0, 1 or 2 HTGS sequences) 

1,886,208 sequences; 8,918,056,233 total letters 

Taxonomy reports 

Query= 

(1708 letters) 



Distribution of 33 Blast Hits on the Query Sequence 



ZD 



Mouse-over to show defline and scores. Click to show alignments 



Color Key for Alignment Scores 



40-50 



mm 



1.523 



I I I I 



250 



I I I I | 

500 



750 1000 1250 



i I I | I 1 i 

1500 



Sequences producing significant alignments: 

4191607 |gb | AF117106 . 1 [ AF117106 Homo sapiens IGF- II mRNA 



2JL 

ai 

21. 

ai. 
ai. 

ai 

2i 

gj 
gj 
gj 
ai 

ai 
Si 

ai 



21361351 



ref|NM 006546. 2T Homo sapiens IGF-II mRNA-bindi . 



7141071 |gb | AF1982 54 . 1 | AF198254 Homo sapiens mRNA-binding 



22760672 



31342209 



27464837 



31560605 



12851513 



dbi 



ref 



AK074915 . 1 | Homo sapiens cDNA FLJ90434 fis, 
NM 175594 . 2 | Rattus norvegicus IGF-II mRNA-. 



gb|AF54194 0.l| Rattus norvegicus b-actin zipcod. 



ref 



Mus musculus insulin-like grow. 
Mus musculus 13 days embryo hea. 
3273748 \ gb | AF061569 . 1 1AF061569 Mus musculus coding regio. 



dbj 



NM 009951.2 | 
AK013940.ll 



26336870 



30354043 



24580458 



21637524 



30581644 



27689046 



22204252 



21954991 



14475918 



dbn |AK044850.ll 



2b 



3b 



3b 



3b 



BC051679.1 



AC105030. 11 



AC091133.il 
AC094527.TT 



ref 



emb 



3b 



3b 



XM 220886.1 



AL606704 .20 



AC098642.5[ 



AC084407.10 



Mus musculus 9.5 days embryo pa. 
Mus musculus insulin- like growth. 
Homo sapiens chromosome 17, clo. 
Homo sapiens chromosome 17, clo. 
Rattus norvegicus 5 BAC CH230-4L. 
Rattus norvegicus similar to I. 
Mouse DNA sequence from clone . 
Genomic sequence for Mus musculu. 
Mus Musculus Strain C57BL6/J Ch. 



Score 


E 


(bits) 


Value 


3167 


0.0 


3130 


0.0 


3130 


0.0 


2663 


0.0 


1727 


0.0 


1727 


0.0 


1675 


0.0 


1675 


0.0 


1675 


0.0 


1669 


0.0 


1669 


0.0 


829 


0.0 


546 


e-152 


477 


e-131 


477 


e-131 


344 


2e-91 


344 


2e-91 


344 


2e-91 



RID= 1 06 1 9 1 6244-523-27275 14.BLASTQ3, 



http:/Avww.ncbi.nlmnih.gov/blast/Blas 



9 1 


15878883 


emb 


AJ334465 


1 


HSA334465 


3 i 


15876265 


emb 


AJ331847 


1 


HSA331847 



70 
70 



le-08 
le-08 



Alignments 



> gi | 4191607 |gb| AF117106 . 1 1 AF117106 Homo sapiens IGF-II mRNA-binding protein 1 (IMP-1 
Length = 213 0 

Score = 3167 bits (1647), Expect = 0.0 
Identities = 1667/1678 (99%), Gaps = 6/1678 (0%) 
Strand = Plus / Plus 



Query: 
Sbjct : 



37 agccatcatgaagctgaatggccaccagttggagaaccatgccctgaaggtctcctacat 96 

I II I II: I II II: M 1 1 II I Mill II I II :il ll:IMI MM 1 1 II I II Ml i I 

411 agccatcatgaagctgaatggccaccagttggagaaccatgccctgaaggtctcctacat 470 



Query: 
Sbjct: 



97 ccccgatgagcagatagcacagggacctgagaatgggcgccgagggggctttggctctcg 156 

MMIM MIMIMMI M I MIIIIIIMIMIIIIMIIIIIMIIIIIII 

471 ccccgatgagcagatagcacagggacctgagaatgggcgccgagggggctttggctctcg 530 



Query : 
Sbjct : 



157 



531 



gggtcagccccgccagggctcacctgtggcagcgggggccccagccaagcagcagcaagt 216 

Mill IMM MIMM llllllll MMII IMIIMI II II II MMI 

gggtcagccccgccagggctcacctgtggcagcgggggccccagccaagcagcagcaagt 590 



Query : 
Sbjct: 



217 ggacatcccccttcggctcctggtgcccacccagtatgtgggtgccattattggcaagga 2 76 

i E 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 [ 1 1 1 1 1 1 1 i J 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 i i ! 1 1 1 1 

591 ggacatcccccttcggctcctggtgcccacccagtatgtgggtgccattattggcaagga 650 



Query : 
Sbjct: 



277 gggggccaccatccgcaacatcacaaaacagacccagtccaagatagacgtgcataggaa 336 

i f 1 1 1 1 j i [ 1 1 1 1 1 ; 1 1 1 1 1 j 1 1 1 1 1 1 1 r j 1 1 1 1 1 1 1 1 1 1 1 1 1 1 j r 1 1 j r r 1 1 1 1 1 1 1 1 1 

651 gggggccaccatccgcaacatcacaaaacagacccagtccaagatagacgtgcataggaa 710 



Query: 
Sbjct: 



337 ggagaacgcaggtgcagctgaaaaagccatcagtgtgcactccacccctgagggctgctc 3 96 

I IMIIIIMMIMillllMIIIIII Mill IMMMMIMIMMIIIMI 

711 ggagaacgcaggtgcagctgaaaaagccatcagtgtgcactccacccctgagggctgctc 770 



Query: 397 ctccgcttgtaagatgatcttggagattatgcataaagaggctaaggacaccaaaacggc 456 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiniiiii 

Sbjct : 771 ctccgcttgtaagatgatcttggagattatgcataaagaggctaaggacaccaaaacggc 830 



Query: 
Sbjct: 



457 tgacgaggttcccctgaagatcctggcccataataactttgtagggcgtctcattggcaa 516 

1 1 1 1 1 1 1 1 1 1 1 ! 1 1 i i 1 1 1 E 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 s 1 1 1 1 1 1 1 1 1 1 1 1 Ill 

831 tgacgaggttcccctgaagatcctggcccataataactttgtagggcgtctcattggcaa 890 



Query: 
Sbjct : 



517 ggaaggacggaacctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctc 576 

i 1 1 i 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 

891 ggaaggacggaacctgaagaaggtagagcaagataccgagacaaaaatcaccatctcctc 950 



Query : 
Sbjct : 



577 gttgcaagaccttaccctttacaaccctgagaggaccatcactgtgaagggggccatcga 636 

1 1 1 1 1 1 ! 1 1 1 1 1 M 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 It I 1 1 1 1 1 1 1 

951 gttgcaagaccttaccctttacaaccctgagaggaccatcactgtgaagggggccatcga 1010 



Query: 637 gaattgttgcagggccgagcaggaaataatgaagaaagttcgggaggcctatgagaatga 

Ml III III Ml III Ml II! IIMMIMI Mill IMIIMI Ml Ml Mill I MM 



696 



NCBI Blast 



http://www.ncbi.nlm.nih.gov/blast/Blas 



Nucleotide 




formatting 



Protein 



Translations 



Retrieve results for an RID 



Your request has been successfully submitted and put into the Blast Queue 



Query = (1708 letters) 




The request ID is 1 1061916244-523-2727514 .BLASTQ3 



or 



The results are estimated to be ready in 0 seconds but may be done sooner. 

Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via the 
form below and press "FORMAT!" again. You may also request results of a different search by entering any other valid 
request ID to see other recent jobs. 



Format 



Show S Graphical Overview Bl Linkout El Sequence Retrieval E NCBI-gij Alignment | ^| in 1 HTML* 
Number of: Descriptionsr 1 00 Fl Alignments! 50 l T 



Alignment view Hit Table 



Start formatting i 1 

from query # » 1 



Limit results by r 
entrez query L 



Expect value 



range 



5 [ 



J or select from: l (none)" 

□ 



Results file □ 



Blast Result 



http:/Avww.ncbi.nlmnih.gov/blast/bl2seq/wblast2.c 



Blast 2 S quences results 



% NCB1 

PubMed Entrez BLAST OMIM Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 

Match:[T] Mismatch: ! A gap open:[j[] gap extensio n: 1 2 | 
x_dropoff: expect: ! wordsize: Q3 Filter 0 I Align [ 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE :If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 3163 bits (1645), Expect = 0.0 
Identities = 1667/1678 (99%) , Gaps = 6/1678 (0%) 
Strand = Plus / Plus 



J 



Query: 



37 



Sbjct: 411 
IGF-II mRNA-binding protein 1 135 



agccatcatgaagctgaatggccaccagttggagaaccatgccctgaag 

MMMMMMMMMMMMMIMIMIMM MMIMIMI 

agccatcatgaagctgaatggccaccagttggagaaccatgccctgaag 
AIMKLNGHQLENHALK 



Query: 97 ccccgatgagcagatagcacagggacctgagaatgggcgccgagggggc 

MIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIII llllll Mill 

Sbjct: 471 ccccgatgagcagatagcacagggacctgagaatgggcgccgagggggc 

IGF-II mRNA-binding protein 1 155 PDEQIAQGPENGRRGG 



Query: 157 gggtcagccccgccagggctcacctgtggcagcgggggccccagccaag 

I III Ml III IIIIIIIMIIIIMIIII III II MM llllll III II 

Sbjct: 531 gggtcagccccgccagggctcacctgtggcagcgggggccccagccaag 

IGF-II mRNA-binding protein 1 175 GQPRQGS PVAAGAPAK 



Query: 217 ggacatcccccttcggctcctggtgcccacccagtatgtgggtgccatt 

f E 1 1 1 1 1 1 1 1 j 1 1 j 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 

Sbjct : 591 ggacatcccccttcggctcctggtgcccacccagtatgtgggtgccatt 

IGF-II mRNA-binding protein 1 195 DIPLRLLVPTQYVGAI 



Blast Result 



http://www.ncbi. nlm.nih.gov/blast/bl2seq/wblast2x 



Query : 

Sbjct : 
IGF-II 



mRNA-binding protein 1 



2 77 gggggccaccatccgcaacat cacaaaacagacccagtccaagatagac 

IIIIIIIIIIIIIIIIIIMMII IMIIMIIIIIIIMIIMIIIII 

651 gggggccaccatccgcaacatcacaaaacagacccagtccaagatagac 
215 GATIRNITKQTQSKID 



Query: 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



3 3 7 ggagaacgcaggtgcagc tgaaaaagccat cagtgtgcac tccacccct 

llllllllllllllllllllllll IMIIIIIIIMIMIIIMIMII 

711 ggagaacgcaggtgcagctgaaaaagccatcagtgtgcactccacccct 
235 ENAGAAEKAI SVHSTP 



Query: 

Sbjct: 
IGF-II 



mRNA-binding protein 1 



3 97 ctccgcttgtaagatgatcttggagattatgcataaagaggctaaggac 

1 1 Mill II III llilll II Ml I MM I lllllill 1 1 Mill MM! 

771 ctccgcttgtaagatgatcttggagattatgcataaagaggctaaggac 
255 SACKMI LE IMHKEAKD 



Query: 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



457 tgacgaggttcccctgaagatcctggcccataataactttgtagggcgt 

1 1 i i i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 

831 tgacgaggttcccctgaagatcctggcccataataactttgtagggcgt 
275 DEVPL KILAHNNFVGR 



Query: 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



5 I 7 ggaaggacggaacctgaagaaggtagagcaagataccgagacaaaaatc 

IIIIIIIIIMI Mill MMMMIIMMMIIIMIMIIMIMI 

8 91 ggaaggacggaacctgaagaaggtagagcaagataccgagacaaaaatc 
295 EGRNLKKVEQDTETKI 



Query: 577 

Sbjct: 951 
IGF-II mRNA-binding protein 1 315 



gttgcaagaccttaccctttacaaccctgagaggaccatcactgtgaag 

1 1 1 II II II 1 1 1 1 1 1 II 1 1 II I II 1 1 1 1 1 II II 1 1 1 II I M 1 1 1 1 1 II I 

gttgcaagaccttaccctttacaaccctgagaggaccatcactgtgaag 
LQDLTLYNPERTITVK 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 1 



63 7 gaattgttgcagggccgagcaggaaataatgaagaaagttcgggaggcc 

MIMMMMMIIIIMIII MIMMMIMMMMMIIIIMI 

1011 gaattgttgcagggccgagcaggaaataatgaagaaagttcgggaggcc 
335 NCCRAEQE IMKKVREA 



Query: 697 

Sbjct: 1071 
IGF-II mRNA-binding protein 1 355 



tgtggctgccatgagc tctcacctgatccctggcctgaacctg 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I II I M II II 1 1 II II I M II 1 1 II I 

tgtggctgccatgagcctgcagtctcacctgatccctggcctgaacctg 
VAAMSLQSHL IPGLNL 



Query: 751 

Sbjct: 1131 
IGF-II mRNA-binding protein 1 375 



tcttttcccagcttcatccagcgcagtcccgccgcctcccagcagcgtt 

I MUM Mill II Mill Ml Mill Mi II I II II Ml IIIIIMI I 

tcttttcccagcttcatccagcgcagtcccgccgcctcccagcagcgtt 
LFPASSSAVPPPPSSV 



Query: 

Sbjct: 
IGF-II 



mRNA-binding protein 1 



811 tccctatagctcctttatgcaggctcccgagcaggagatggtgcaggtg 

1 1 1 f 1 1 1 1 1 1. 1 m m 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 11 1 11 1 1 

1191 tccctatagctcctttatgcaggctcccgagcaggagatggtgcaggtg 
395 PYSS FMQAPEQEMVQV 



Query: 
Sbjct : 



871 ccaggcagtgggcgccatcat cggcaagaaggggcagcacatcaaacag 

MIMIIMIIIIMII Mill IIIIIMIIMIIIIIIIIMIMI II 

1251 ccaggcagtgggcgccatcatcggcaagaaggggcagcacatcaaacag 



Blast Result 
• * 

IGF-II mRNA-binding protein 1 415 



http://www.ncbi.nlm.nih.gOv/blast/bl2seq/wblast2.c 
QAVGAI IGKKGQHIKQ 



Query: 

Sbjct : 
IGF-II 



mRNA-binding protein 1 



931 

1311 
435 



tgccagcgcctccatcaagattgcaccacccgaaacacctgactccaaa 

1 1 1 II ! i 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 Ml II 1 1 1 1 II 1 1 < I M I Ml 1 1 1 

tgccagcgcctccatcaagattgcaccacccgaaacacctgactccaaa 
ASASIKIAPPETPDSK 



Query: 991 

Sbjct: 1371 
IGF-II mRNA-binding protein 1 455 



tatcatcactggaccgccagaggcccaattcaaggctcagggaagaatc 

1 1 1 1 1 m 1 1 1 1 1 1 ; 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 m 1 1 1 1 1 1 

tatcatcactggaccgccagaggcccaattcaaggctcagggaagaatc 
I ITGPPEAQFKAQGRI 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



1051 caaggaggagaacttctttggtcccaaggaggaagtgaagctggagacc 

M M MM M MM II II MM IIIIIIMI IIIIIIMI I M II I 

143 1 caaggaggagaacttctttggtcccaaggaggaagtgaagctggagacc 
475 KEENFFGPKEEVKLET 



Query : 
Sbjct : 

IGF-II mRNA- 



binding protein 1 



1111 gccagcatcagcagctggccgggtcattggcaaaggtggaaaaacggtg 

II! Mill I MIMIMMMMIMIIIIIIIIM IMIIMI 

14 91 gccagcatcagcagctggccgggtcattggcaaaggtggaaaaacggtg 
495 PASAAGRVIGKGGKTV 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 1 



1171 gaatttgacggcagctgaggtggtagtaccaagagaccagacccctgat 

1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1551 gaatttgacggcagctgaggtggtagtaccaagagaccagacccctgat 
515 NLTAAEVVVPRDQTPD 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 1 



1231 ggtcatcgtgaaaatcatcggacatttctatgccagtcagatggctcaa 

I II I III I II III II I II 1 1 II I II MM Mill III IIIIIIMI I II 

1611 ggtcatcgtgaaaatcatcggacatttctatgccagtcagatggctcaa 
535 VIVKI IGHFYASQMAQ 



Query: 
Sbjct : 

IGF-II mRNA- 



binding protein 1 



12 91 agacatcctggcccaggttaagcagcagcatcagaagggacagagtaac 

II Mill Mill MMIIMIMI IMIIMI IMIIMI II 

1671 agacatcctggcccaggttaagcagcagcatcagaagggacagagtaac 
555 DILAQVKQQHQKGQSN 



Query : 
Sbjct: 

IGF-II mRNA-binding protein 



1351 acggaggaagtgaccagcccctccctgtcccttngagtccaggacaaca 

llillllllllllllllllllllllllllllll lllllllllllllll 

1731 acggaggaagtgaccagcccctccctgtcccttcgagtccaggacaaca 
575 R R K AXA 



Query: 
Sbjct: 



1411 tcgagagtgtgctctccccggcaggcctgagaatgagtgggaatccggg 

IIIIIIMIIM! MUM IIIIIIMillMII MMIIIIIMIIII 

17 91 tcgagagtgtgctctccccggcaggcctgagaatgagtgggaatccggg 



Query : 
Sbjct: 



1471 gggctgtagatcaggtttgcccacttgattgagaaagatgttccagtga 

MMM MM IMIIMI II MM Mllli Ml Illllllll III II I 

1851 gggctgtagatcaggtttgcccacttgattgagaaagatgttccagtga 



Query: 
Sbjct: 



153 1 ctntcagccccaaacacccacccaattggcccaacactgtntgcccctc 

II II IMMM Ml Ml II II II Illllllll MMM IMIIMI 

1911 ctctcagccccaaacacccacccaattggcccaacactgtctgcccctc 



Result 
> * 



http7Avww.ncbi.nlIT^nih.gov^last/bl2seqAvblast2.c 



Query: 
Sbjct : 



1591 aattntagcgcaaggcacttttaaacgtggattgtttaaagaagctctc 

1 1 1 1 1 1 1 1 1 1 M I Ml 1 1 II I ! 1 1 II I Ml II 1 1 1! II II 1 1 M I III 

1971 aattctagcgcaaggcacttttaaacgtggattgtttaaagaagctctc 



Query: 

Sbjct: 

CPU time: 

Lambda 
1.33 

Gapped 
Lambda 
1.33 



1651 aagagggtggatcacacctcagtgggaagaaaaataaaatttccttcag 

1 1 1 1 'II I 'II 1 1 1 1 1 1 1 1 1 1 1 1 M II I M I i 1 1 II 1 1 1 IIMI I II 1 1 

2031 aagagggtggatcacacctcagtgggaagaaaaataaaatttccttcag 



0.00 user sees. 

K H 
0.621 1.12 



K H 
0.621 1.12 



0 . 02 sys . sees 



0.02 total sees. 



Matrix: blastn matrix :1 -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB : 12 

Number of Sequences: 0 

Number of extensions : 12 

Number of successful extensions: 2 

Number of sequences better than 10.0: 1 

Number of HSP ' s better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP ' s gapped (non-prelim): 1 

length of query: 1708 

length of database: 8,918,056,233 

effective HSP length: 25 

effective length of query: 1683 

effective length of database: 8,918,056,208 

effective search space: 15009088598064 

effective search space used: 15009088598064 

T: 0 

A: 0 

XI: 6 (11.5 bits) 
X2: 26 (50.0 bits) 
SI: 12 (23.8 bits) 
S2: 21 (41.1 bits) 



Blast Result 



http://www.ncbi.nlmnih.gov/blast/bl2seqAvblast2-c 



NCBi 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



•MIM 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 

Match:(j~] Mismatch:[]]| gap open:Q] gap extensio n: H"! 
x_dropofF: Qqj expect: ! io • oj wordsize: Q3 Filter 0 I Align | 



Sequence 1 lcl|seq_l 
Sequence 2 gi 27552765 



Homo sapiens IGF-II mRNA-binding protein 2 
(MP-2), mRNA 

2 



jpp 



ii i 




Length 3412 (1 .. 3412) 
Length 3642 (1 .. 3642) 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 5107 bits (2656), Expect =0.0 
Identities = 2671/2686 (99%) 
Strand = Plus / Plus 



Query: 
Sbjct : 



gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggct 

IIIIIIIIIIMI IIIIIIMIIIIIIIIIIMIIIIII II MINI II 

gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggct 



Query: 65 

Sbjct: 69 
IGF-II mRNA-binding protein 2 1 



gacggatgatgaacaagctttacatcgggaacctgagccccgccgtcac 

iiiiiiiiiiiiiiiiiiiiiiiiiiiniiiiiiiiiiiiiiiiiiii 

gacggatgatgaacaagctttacatcgggaacctgagccccgccgtcac 
MNKLYI GNLS PAVT 



Query: 



125 



Sbjct: 129 
IGF-II mRNA-binding protein 2 18 



tccggcagctctttggggacaggaagctgcccctggcgggacaggtcct 

I llllll III III lllllll Mill II MIIM II I III II MINI II 

tccggcagctctttggggacaggaagctgcccctggcgggacaggtcct 
LRQLFGDRKLPLAGQVL 



Query: 

Sbjct: 



185 gctacgccttcgtggactaccccgaccagaactgggccatccgcgccat 

I III III III III llllllllllll INI MM II I II I II MINI II 

189 gctacgccttcgtggactaccccgaccagaactgggccatccgcgccat 



Blast Result 



http:/Avww.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.c 



IGF- II mRNA-binding protein 238 GYAFVDYPDQNWAIRAI 
Query : 245 cgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagt 

lllllll Mill lllllllllllll llllllll lllllllllll I INI 

Sbjct : 24 9 cgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagt 

IGF-II mRNA-binding protein 2 58 SGKVELHGKIMEVDYS V 

Query : 305 taaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtg 

II I II II IIIMIIIII MM 1 1 Mil lllllllll II I Mill IMM 

Sbjct: 3 09 taaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtg 

IGF-II mRNA-binding protein 2 78 LRSRKIQIRNIPPHLQW 

Query: 3 65 atggacttttggctcaatatgggacagtggagaatgtggaacaagtcaa 

I Mill MUM Mill II II 1 1 MMMIMIMI II I IMM I MM 

Sbjct: 369 atggacttttggctcaatatgggacagtggagaatgtggaacaagtcaa 

IGF-II mRNA-binding protein 2 98 DGLLAQYGTVENVEQVN 

Query: 425 aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaat 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 42 9 aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaat 

IGF-II mRNA-binding protein 2 118 ETAVVNVTYATREEAKI 

Query: 4 85 agctaagcgggcatcagtttgagaactactccttcaagatttcctacat 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 489 agctaagcgggcatcagtttgagaactactccttcaagatttcctacat 

IGF-II mRNA-binding protein 2 138 KLSGHQFEN YSFKISYI 

Query: 545 aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactc 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i i 

Sbjct: 549 aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactc 

IGF-II mRNA-binding protein 2 158 EVS S P S P PQR AQRGDHS 

Query: 605 aaggccacgcccctgggggcacttctcaggccagacagattgatttccc 

1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 60 9 aaggccacgcccctgggggcacttctcaggccagacagattgatttccc 

IGF-II mRNA-binding protein 2 178 QGHAPGGTSQARQIDFP 

Query: 665 tggtccccacccagtttgttggtgccatcatcggaaaggagggcttgac 

1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 669 tggtccccacccagtttgttggtgccatcatcggaaaggagggcttgac 

IGF-II mRNA-binding protein 2 198 LVPTQFVGAI IGKEGLT 

Query: 725 tcactaagcagacccagtcccgggtagatatccatagaaaagagaactc 

1 1 1 1 1 ! 1 1 1 1 i I i 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sb j ct : 72 9 tcactaagcagacccagtcccgggtagatatccatagaaaagagaactc 

IGF-II mRNA-binding protein 2 218 ITKQTQSRVDIHRKENS 

Query: 785 agaagcctgtcaccatccatgccaccccagaggggacttctgaagcatg 

I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 

Sbjct: 789 agaagcctgtcaccatccatgccaccccagaggggacttctgaagcatg 

IGF-II mRNA-binding protein 2 238 EKPVTIHATPEGTSEAC 



Query: 



845 



Blast Result 



http:/Avww.ncbi.nlI^^nih.gov^last^l2seq/^vblast2.c 



Sbjct : 84 9 ttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagat 

IGF-II mRNA-binding protein 2 258 LEIMQKEADETKLAEEI 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 2 



905 tcttggcacacaatggcttggttggaagactgattggaaaagaaggcag 

I IN III III llilll MINI MM MINIMUM Mill! Ill II 

909 tcttggcacacaatggcttggttggaagactgattggaaaagaaggcag 
278 I LAHNGLVGRLIGKEGR 



Query: 

Sbjct : 
IGF-II 



mRNA-binding protein 2 



965 aaattgaacatgaaacagggaccaagataacaatctcatctttgcagga 

i i i i i i i i i i i i i i i it i i i i i i i i i i i i i i i i i i I i i i f i i i i i i i i i 

969 aaattgaacatgaaacagggaccaagataacaatctcatctttgcagga 
298 KIEHETGTKITISSLQD 



Query : 
Sbjct : 

IGF-II mRNA- 



binding protein 2 



1025 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgc 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 

102 9 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgc 
318 YNPERTITVKGTVEACA 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



10 85 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggc 

1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

10 8 9 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggc 
338 IE IMKKLREAFENDMLA 



Query : 
Sbjct : 

IGF-II mRNA- 



binding protein 2 



1145 aagccaatctgatcccagggttgaacctcagcgcacttggcatcttttc 

1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 i i ) 1 1 f 

114 9 aagccaatctgatcccagggttgaacctcagcgcacttggcatcttttc 
358 QANLIPGLNLSALGIFS 



Query: 
Sbjct : 

IGF-II mRNA- 



binding protein 2 



12 05 ccgtgctatctccaccagcagggccccgcggagctccccccgctgcccc 

1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i I 

120 9 ccgtgctatctccaccagcagggccccgcggagctccccccgctgcccc 
378 SVLSPPAGPRGAPPAAP 



Query: 1265 tcactacccactccggatacttctccagcctgtacccccatcaccagtt 

1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 1269 tcactacccactccggatacttctccagcctgtacccccatcaccagtt 

IGF-II mRNA-binding protein 2 398 FTTHSGYFSSLYPHHQF 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 2 



13 25 cgcatcatcactcttatccagagcaggagattgtgaatctcttcatccc 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

132 9 cgcatcatcactcttatccagagcaggagattgtgaatctcttcatccc 
418 PHHHSYPEQEIVNLFIP 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



13 85 tgggcgccatcatcgggaagaagggggcacacatcaaacagctggcgag 

f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 

13 89 tgggcgccatcat cgggaagaagggggcacacat caaacagc tggcgag 
438 VGAI IGKKGAHI KQLAR 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1445 cctctatcaagattgcccctgcggaaggcccagacgtcagcgaaaggat 

M 1 1 1 1 1 1 1 1 1 1 ! I M 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M I 

144 9 cc t c tat caagat tgcccctgcggaaggcccagacgtcagcgaaaggat 
458 AS IKIAPAEGPDVSERM 



Query : 



1505 ccgggccaccggaagcccagttcaaggcccagggacggatctttgggaa 



Blast Result 



http://www.ncbi.nlmnih.gov^last/bl2seqAvblast2x 



Sbjct : 

IGF- II mRNA- 



binding protein 2 



Ml IIIMMII III III Ml llllllll llllllllllll II III II 

1509 ccgggccaccggaagcccagttcaaggcccagggacggatctttgggaa 
478 TGPPEAQFKAQGRI FGK 



Query : 
Sbjct: 

IGF- II mRNA- 



binding protein 2 



1565 aaaacttctttaaccccaaagaagaagtgaagctggaagcgcatatcag 

1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 

1569 aaaacttctttaaccccaaagaagaagtgaagctggaagcgcatatcag 
498 ENFFNPKEEVKLEAHIR 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1625 ccacagctggccgggtgat tggcaaaggtggcaagaccgtgaacgaact 

lllllll IIIMMII MIIMIIIMIMIIIIIIIIIIIIIIIIMI 

162 9 ccacagctggccgggtgattggcaaaggtggcaagaccgtgaacgaact 
518 STAGRVIGKGGKTVNEL 



Query : 
Sbjct : 

IGF-II mRNA- 



binding protein 2 



1685 ccagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatga 

MM MIIM MIMI MIMMIIIIMIIMIIIIIIIIMI Mill 

168 9 ccagtgcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatga 
538 TSAEVIVPRDQTPDENE 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1745 tcagaattatcgggcacttctttgctagccagactgcacagcgcaagat 

MIMMIMM IMIMIIIIIIIIIMIIIIIIII Illllllll II 

174 9 tcagaattatcgggcacttctttgctagccagactgcacagcgcaagat 
558 VRI IGHFFASQTAQRKI 



Query: 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1805 tacaacaggtgaagcagcaggagcagaaataccctcagggagtcgcctc 

MM MIIM IIIIIIIIIIIIIIMIMIIIIIIIIIIII MIIM II 

18 0 9 tacaacaggtgaagcagcaggagcagaaataccctcagggagtcgcctc 
578 VQQVKQQEQKYPQGVAS 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1865 agtgaggctcccacaggcaccagcaaaacaacggatgaatgtagccctt 

IMIIII MIIM IIMIIIIIIIIIIIIIIIIII Ml MIIIIMI II 

1869 agtgaggctcccacaggcaccagcaaaacaacggatgaatgtagccctt 
598 K 



Query : 
Sbjct : 



1925 cagaatgagaccaaacgcagccagccagat cgggagcaaaccaaagacc 

MMMIIIMI MMMMMMMMMMMIIIMI Mill! II 

192 9 cagaatgagaccaaacgcagccagccagatcgggagcaaaccaaagacc 



Query : 
Sbjct: 



1985 gagaagtctgcggaggcggccagggactctgccgaggccctgagaaccc 

1 1 1 M 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 

198 9 gagaagtctgcggaggcggccagggactctgccgaggccctgagaaccc 



Query : 
Sbjct: 



2 045 gaggggcggggaaggt cagccaggt t tgccagaaccaccgagccccgcc 

MIMIIMI MMMMMIIIIIMM MIIM MIIM MIIM II 

2 04 9 gaggggcggggaaggtcagccaggtttgccagaaccaccgagccccgcc 



Query : 
Sbjct: 



2105 agggcttctgcaggcttcagccatccacttcaccatccactcggatctc 

1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 f r 1 1 1 1 1 1 f i ! 1 1 1 1 1 1 1 f 

210 9 agggcttctgcaggcttcagccatccacttcaccatccactcggatctc 



Query: 
Sbjct: 



2165 cacgacgctatcccttttagttgaactaacataggtgaacgtgttcaaa 

MMMIMMMMIMMIMMMMMIMIMIMI IIMIMI 

2169 cacgacgctatcccttttagttgaactaacataggtgaacgtgttcaaa 



Blast Result 



http://www.ncbi.nlm.nih.gov/blast/bl2seqAvblast2-c 



Query: 
Sbjct : 



2225 tgcacaccctttttctgtggcaaatcgtctctgtacatgtgtgtacata 

! 1 1 II 1 1 1 1 1 II Ml 1 1 II 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 II MM 1 1 II I 

222 9 tgcacaccctttttctgtggcaaatcgtctctgtacatgtgtgtacata 



Query : 
Sbjct: 



22 85 agatgttaagatatgtggcctgtgggttacacagggtgcctgcagcggt 

1 1 1 II 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 

22 89 agatgt taagatatgtggcctgtgggt tacacagggtgcc tgcagcggt 



Query : 
Sbjct : 



2345 gaaataatatatcaaataactcaactaactccaatttttaatcaattat 

lllllll IIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIII 

234 9 gaaataatatatcaaataactcaactaactccaatttttaatcaattat 



Query : 
Sbjct: 



2405 nnnnnnnaaagagaaagcaggcttttctagactttaaagaataaagtct 

Mill Mill IMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

240 9 tctttttaaagagaaagcaggcttttctagactttaaagaataaagtct 



Query: 
Sbjct: 



24 65 cacggtgtagagaggagctttgaggccacccgcacaaaattcacccaga 

1 1 Ml M Mill II Ml II II 1 1 II II Mllllll II II II MM II II 

2469 cacggtgtagagaggagctttgaggccacccgcacaaaattcacccaga 



Query : 
Sbjct: 



2525 tcggaaggacactcacggcagttctggatcacctgtgtatgtcaacaga 

IIMIIIIIMI Mill MIMIMMMMMMIIIIMIIIIIIII 

2 52 9 tcggaaggacactcacggcagttctggatcacctgtgtatgtcaacaga 



Query : 
Sbjct : 



25 85 ctccttgaagaggaaactctgtcactcctcatgcctgtctagctcatac 

MIMII IIIIIIIIMMIIIIII II MIIIIIIIIMIIIIIIIMI 

25 8 9 ctccttgaagaggaaactctgtcactcctcatgcctgtctagctcatac 



Query : 
Sbjct: 



2645 tttgcttcacaggttttaaactggttttttgcatactgctatataa 26 

MIMMIMM Mill MIMIIIII IIIIIIIIIIIIMIIIM 

2649 tttgcttcacaggttttaaactggttttttgcatactgctatataa 26 



Score = 1040 bits (541), Expect = 0.0 
Identities = 609/665 (91%), Gaps = 2/665 (0%) 
Strand = Plus / Plus 



Query: 2749 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 2808 

II Mill IIIIIIIMIIIMIIIIIMI MMMMMIIIIIIMI 

Sbjct: 2753 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcaccccccccccc 2812 
Query: 2 809 nnaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2 868 

llllll MMMIMIIIMMIMMIMMMIMMIMIIMIIIIMIIIMI 

Sbjct: 2813 c-aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2871 
Query: 2869 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2928 

Ml Mill IIMIIIMI IIIIIIIIIMIIIIIIIMIIIIIIIIIIMIIIIMIIII 

Sbjct : 2872 aaccagcctcaact tacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2931 



Query: 2 92 9 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2 988 

Mllllll MMIMIIIMMIMIIMIMMIIIIIIIIMMIIIMIIIIIIMI 

Sbjct: 2 932 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2991 



Blast Resujt 



http://wwvv.ncbi.nlm.nih.gOv/blast/bl2seq/wblast2.c 



Query: 2989 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 

Ml Ml IIMII II IIIMIMM I II III IIIMIIIIIM IMIIIMII IIMM M 

Sbj ct : 2992 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 



3048 



3051 



Query: 
Sbjct : 



304 9 ttcaqcaaaatgattcctttcttt-nnnnnnnnnnntgtggaggaaagtagaaatttacc 3107 

1 1 III II I Mill I II IlIMM MMMMMIMM II II II 1 1 

3052 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3111 



Query: 
Sbjct: 



3108 aaqqttqttqqcccagqgcgttaaattcacagannnnnnnaacgagaaaaacacacagaa 3167 

lllllll II MIMIIIIIIII II Illllllllll 

3112 aaggttgttggcccagggcgttaaattcacagatttttttaacgagaaaaacacacagaa 



3171 



Query: 
Sbjct : 



3168 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3227 

Ml III II I III III II 1 1 II II I Ml III III III I lllllll III Illllllllll II 

3172 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 



3231 



Query : 322 8 qtaaagctgatagttggagcannnnnnnnnnnnnnnaataaaaatgagttggnnnnnnnn 

I MINI II 

Sbjct : 3232 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 



3287 



3291 



Query : 
Sbjct : 



32 88 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3347 

IIMII III III II I II I IIMII IIMII III III III II I II I III I Illllllllll 

32 92 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3351 



Query : 
Sbjct: 



334 8 attgtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3407 

Mill Ml MM II I I MM, II I II MINIM Illllllllll 

33 52 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 3411 



Query: 3408 tattt 3412 
Mill 

Sbjct: 3412 tattt 3416 



CPU time: 



0.06 user sees. 



0.01 sys. sees 



0.07 total sees. 



Lambda 
1.33 



K H 
0.621 



1.12 



Gapped 
Lambda 
1.33 



K H 
0.621 



1.12 



Matrix: blastn matrix: 1 -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB: 13 

Number of Sequences : 0 

Number of extensions: 13 

Number of successful extensions: 8 

Number of sequences better than 10.0: 1 

Number of HSP f s better than 10.0 without gapping: 1 

Number of HSP ! s successfully gapped in prelim test: 0 

Number of HSP ! s that attempted gapping in prelim test: 

Number of HSP ! s gapped (non-prelim): 2 

length of query: 3412 

length of database: 8,918,056,233 

effective HSP length: 26 



Blajt Result „ 



http:/Avww.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.c 



effective length of query: 3386 
effective length of database: 8,918,056,207 
effective search space: 30196538316902 
effective search space used: 30196538316902 
T: 0 
A: 0 

XI: 6 (11.5 bits) 
X2: 26 (50.0 bits) 
SI: 12 (23.8 bits) 
S2: 22 (43.0 bits) 



Blast Result 
i 



http://www.ncbi.nlm.nih.gov/blast/bl2seq/wblast2x 



NCBI 



PubMed 



Taxonomy Structure 



Blast 2 Sequences results 

BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 

Match:[T] Mismatch: ! ~A gap open:[][] gap extensio n: | 2 | 
xdropoff: Qcj expect: | iQ-o| wordsize: Q]] Filter EI I Align | 



Sequence 1 lcl|seq_l 
Sequence 2 gi 27552765 



Homo sapiens IGF-II mRNA-binding protein 2 
(IMP-2), mRNA 




Length 3283 (1 .. 3283) 
Length 3642 (1 3642) 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 2675 bits (1391), Expect = 0.0 
Identities = 1406/1421 (98%) 
Strand - Plus / Plus 



Query: 1141 acccactccggatacttctccagcctgtacccccatcaccagtttggcc 

III! Ill lllllllllllllllllllllllll MINI lllllllllll 

Sbjct: 1274 acccactccggatacttctccagcctgtacccccatcaccagtttggcc 

IGF-II mRNA-binding protein 2 400 THSGYFSSLYPHHQFG 



Query: 1201 catcactcttatccagagcaggagattgtgaatctcttcatcccaaccc 

MM III IIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 

Sbjct: 1334 catcactcttatccagagcaggagattgtgaatctcttcatcccaaccc 

IGF-II mRNA-binding protein 2 420 HHSYPEQEIVNLFIPT 



Query : 12 61 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcg 

1 1 1 1 m 1 1 1 1 1 1 m 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r ; 1 1 1 1 1 1 j j 1 1 

Sbjct: 13 94 gccatcatcgggaagaagggggcacacatcaaacagctggcgagattcg 

IGF-II mRNA-binding protein 2 440 AI IGKKGAHI KQLARF. 



Query : 



Blast Result 



http:/Avww.ncbi.nlianih.gov/blast/bl2seq/wblast2.c 



Sbjct : 1454 atcaagattgcccctgcggaaggcccagacgtcagcgaaaggatggtca 

IGF- II mRNA-binding protein 2 460 I KIAPAEGPDVSERMV 



Query: 
Sbjct : 

IGF- II mRNA- 



binding protein 2 



13 81 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactga 

lllllllllllllllllllllll IIIIIIMIIIIIIIIIIIIIIIIM 

1514 ccaccggaagcccagttcaaggcccagggacggatctttgggaaactga 
480 PPEAQFKAQGRI FGKL 



Query : 

Sbjct : 
IGF-II 



mRNA-binding protein 2 



1441 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgc 

IMIIMIIIMIIMMillll MIIIIIIIIMIIIIIIII llllll 

1574 ttctttaaccccaaagaagaagtgaagctggaagcgcatatcagagtgc 
500 FFNPKEEVKLEAHIRV 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1501 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcaga 

IIIMIIIIIMIIIIIIIIIII IIIIIIIIIIIIIIIIIIMIIIIII 

1634 gctggccgggtgattggcaaaggtggcaagaccgtgaacgaactgcaga 
520 AGRVIGKGGKTVNELQ 



Query: 

Sbjct : 
IGF-II 



mRNA-binding protein 2 



1561 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaag 

lllllllllllllllllll MM IIIIIIIIIIIIIIIMIIIIIIMI 

1694 gcagaagtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaag 
540 AEVIVPRDQTPDENEE 



Query : 

Sbjct: 
IGF-II 



mRNA-binding protein 2 



1621 attatcgggcacttctttgctagccagactgcacagcgcaagatcaggg 

e 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 

1754 attatcgggcacttctttgctagccagactgcacagcgcaagatcaggg 
560 I IGHFFASQTAQRKIR 



Query: 
Sbjct : 

IGF-II mRNA-binding protein 2 



1681 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagc 

1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 

18 14 caggtgaagcagcaggagcagaaataccctcagggagtcgcctcacagc 
580 QVKQQEQKYPQGVASQ 



Query : 
Sbjct: 



1741 ggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaac 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 1 

1874 ggctcccacaggcaccagcaaaacaacggatgaatgtagcccttccaac 



Query: 
Sbjct : 



18 01 tgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctg 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiimiiiiiiiiiiiiii 

1934 tgagaccaaacgcagccagccagatcgggagcaaaccaaagaccatctg 



Query : 
Sbjct: 



1861 gtctgcggaggcggccagggactctgccgaggccctgagaaccccaggg 

MMMMMMMMMMIMMM MM MM MMMM MM M 

1994 gtctgcggaggcggccagggactctgccgaggccctgagaaccccaggg 



Query: 
Sbjct: 



1921 gcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccg 

I ! 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 i 1 1 1 i 1 1 1 1 1 1 1 ! 1 1 

2 054 gcggggaaggtcagccaggtttgccagaaccaccgagccccgcctcccg 



Query : 
Sbjct: 



1981 ttctgcaggcttcagccatccacttcaccatccactcggatctctcctg 

1 1 1 m i f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 j 1 1 

2114 ttctgcaggcttcagccatccacttcaccatccactcggatctctcctg 



Blast Result 



http:/Avww.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.c 



Query: 
Sbjct : 



2041 cgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaa 

I i 1 1 1 1 1 1 F 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 1 1 1 F 1 1 1 1 1 1 1 1 1 1 ! 1 1 r 1 1 J I J 1 1 

2174 cgctatcccttttagttgaactaacataggtgaacgtgttcaaagccaa 



Query: 
Sbjct: 



2101 accctttttctgtggcaaatcgtctctgtacatgtgtgtacatattaga 

1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 r 1 1 « i r 1 1 1 j 1 1 r i 1 1 1 f j 1 1 f i 

2234 accctttttctgtggcaaatcgtctctgtacatgtgtgtacatattaga 



Query: 
Sbjct: 



2161 ttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatat 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiii 

2294 ttaagatatgtggcctgtgggttacacagggtgcctgcagcggtaatat 



Query : 
Sbjct: 



2221 aatatatcaaataactcaactaactccaatttttaatcaattattaann 

IMIIIIIIII Mllllllllllllllllll llllllllllllllll 

2354 aatatatcaaataactcaactaactccaatttttaatcaattattaatt 



Query : 
Sbjct: 



22 81 nnaaagagaaagcaggcttttctagactttaaagaataaagtctttggg 

I Mllllll llllllllllllllllllll IMIIIMIIIIIIIIII 

2414 ttaaagagaaagcaggcttttctagactttaaagaataaagtctttggg 



Query : 
Sbjct: 



2341 tgtagagaggagctttgaggccacccgcacaaaattcacccagagggaa 

IIIMII IIMIIIIIIII MM MIIIIIMIIIIIII lllllll! II 

2474 tgtagagaggagctttgaggccacccgcacaaaattcacccagagggaa 



Query : 
Sbjct: 



24 01 aggacactcacggcagttctggatcacctgtgtatgtcaacagaaggga 

1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 

2534 aggacactcacggcagttctggatcacctgtgtatgtcaacagaaggga 



Query : 
Sbjct: 



2461 tgaagaggaaactctgtcactcctcatgcctgtctagctcatacaccca 

1 1 1 1 1 ] 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

2594 tgaagaggaaactctgtcactcctcatgcctgtctagctcatacaccca 



Query : 
Sbjct : 



2521 ttcacaggttttaaactggttttttgcatactgctatataa 2561 

1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

2 654 ttcacaggttttaaactggttttttgcatactgctatataa 2694 



Score = 2184 bits (1136) , Expect 
Identities = 1136/1136 (100%) 
Strand = Plus / Plus 



0.0 



Query : 
Sbjct: 



gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggct 

1 1 [ 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I II 1 1 1 1 1 1 1 

gcggaggaggcgaggagcgccgggtaccgggccgggggagccgcgggct 



Query: 65 

Sbjct: 69 
IGF- II mRNA-binding protein 2 1 



gacggatgatgaacaagctttacatcgggaacctgagccccgccgtcac 

1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 II 1 1 1 1 M 1 1 1 1 M 1 1 M 1 1 1 1 1 1 M 

gacggatgatgaacaagctttacatcgggaacctgagccccgccgtcac 
MNKLYIGNLS PAVT 



Query : 
Sbjct: 



125 



12 9 



tccggcagctctttggggacaggaagctgcccctggcgggacaggtcct 

MMIMMMMM MM M M MM MM MM MM MM MMM 

tccggcagctctttggggacaggaagctgcccctggcgggacaggtcct 



Blast Result 



http:/Avww.ncbi.nlianih.gov/blast/bl2seq/wblast2.c 



IGF- II mRNA-binding protein 2 18 



R Q 



K L 



Q V 



Query : 



185 



Sbjct: 189 
IGF-II mRNA-binding protein 2 38 



gctacgccttcgtggactaccccgaccagaactgggccatccgcgccat 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII M 

gctacgccttcgtggactaccccgaccagaactgggccatccgcgccat 
GYAFVDYPDQNWAIRAI 



Query: 



245 



Sbjct: 249 
IGF-II mRNA-binding protein 2 58 



cgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagt 

I III III III Mill 1 1 1 1 III I II II 1 1 II MINI llllllllll II 

cgggtaaagtggaattgcatgggaaaatcatggaagttgattactcagt 
SGKVELHGKIMEVDYSV 



Query: 



305 



Sbjct: 309 
IGF-II mRNA-binding protein 2 78 



taaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtg 

M I III III III II 1 1 II I M III III Ml MM MM MM MM II 

taaggagcaggaaaattcagattcgaaacatccctcctcacctgcagtg 
LRSRKIQIRNIPPHLQW 



Query : 



365 



Sbjct: 369 
IGF-II mRNA-binding protein 2 98 



atggacttttggctcaatatgggacagtggagaatgtggaacaagtcaa 

I IIIIMMIMIIIIIIIIII Ml Ml Mllllillllllll MM II 

atggacttttggctcaatatgggacagtggagaatgtggaacaagtcaa 
DGLLAQYGTVENVEQVN 



Query: 



425 



Sbjct: 429 
IGF-II mRNA-binding protein 2 118 



aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaat 

MMIMIIMIIMIMI Ml Ml Ml MIMMIIIIIIIIIMI II 

aaaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaaat 
ETAVVNVTYATREEAKI 



Query : 



485 



Sbjct: 489 
IGF-II mRNA-binding protein 2 13 8 



agctaagcgggcatcagtttgagaactactccttcaagatttcctacat 

IMMIIIMIIIIIMIIIII Ml MIIIIMMIIMIMIIMI II 

agctaagcgggcatcagtttgagaactactccttcaagatttcctacat 
KLSGHQFENYSF. KISYI 



Query : 



545 



Sbjct: 549 
IGF-II mRNA-binding protein 2 158 



aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactc 

MM IIIIIIIIIIIIIIIIIMM Ml MMIMIMIIMIIMI II 

aggtgagctccccttcgccccctcagcgagcccagcgtggggaccactc 
EVSSPSPPQRAQRGDHS 



Query: 



605 



Sbjct: 609 
IGF-II mRNA-binding protein 2 178 



aaggccacgcccctgggggcacttctcaggccagacagattgatttccc 

II MMIMMIMIMM MMMMMMIMM llllll I 

aaggccacgcccctgggggcacttctcaggccagacagattgatttccc 
QGHAPGGTSQARQIDFP 



Query: 



665 



Sbjct: 669 
IGF-II mRNA-binding protein 2 198 



tggtccccacccagtttgttggtgccatcatcggaaaggagggcttgac 

lllllllllllllllllll IIIIIIIIMIIIIIIIIIIIIIIMII II 

tggtccccacccagtttgttggtgccatcatcggaaaggagggcttgac 
LVPTQFVGAI IGKEGLT 



Query : 



725 



Sbjct: 729 
IGF-II mRNA-binding protein 2 218 



tcactaagcagacccagtcccgggtagatatccatagaaaagagaactc 

MIMIIMI Mill I llllll I II MM II MIMIIIIMI MM II 

tcactaagcagacccagtcccgggtagatatccatagaaaagagaactc 
ITKQTQSRVDIHRKENS 



Query: 



785 agaagcctgtcaccatccatgccaccccagaggggacttctgaagcatg 

I II MIMIIIIIIIII II I II MIMMIMIIIIIIIIIIIIIIMI 



Blast Result 



http:/Avww.ncbi.nlmnih.gov/blast/bl2seq/wblast2x 



Sbjct : 7 89 agaagcctgtcaccatccatgccaccccagaggggacttctgaagcatg 

IGF- 1 1 mRNA-binding protein 2238 E KPVT I HAT P E GTS EAC 



Query: 



845 



Sbjct: 849 
IGF-II mRNA-binding protein 2 258 



ttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagat 

Ml I MINI MINI II llllllllllllll MINI MINI Ml M 

ttgaaatcatgcagaaagaggcagatgagaccaaactagccgaagagat 
LEIMQKEADETKLAEEI 



Query: 905 

Sbjct: 909 
IGF-II mRNA-binding protein 2 278 



tcttggcacacaatggcttggttggaagactgattggaaaagaaggcag 

MM I II I II MINI Ml I MIMMMMI MINIMI III Ml II 

tcttggcacacaatggcttggttggaagactgattggaaaagaaggcag 
I LAHNGLVGRLIGKEGR 



Query : 



965 



Sbjct: 969 
IGF-II mRNA-binding protein 2 298 



aaattgaacatgaaacagggaccaagataacaatctcatctttgcagga 

1 1 M 1 1 ! 1 1 1 1 1 1 1 1 M I E M 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 

aaattgaacatgaaacagggaccaagataacaatctcatctttgcagga 
KIEHETGTKITISSLQD 



Query : 
Sbjct: 

IGF-II mRNA- 



binding protein 2 



1025 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgc 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 

102 9 acaacccggaaagaaccatcactgtgaagggcacagttgaggcctgtgc 
318 YNPERT I TVKGTVEACA 



Query: 
Sbjct: 

IGF-II mRNA- 



binding protein 2 



10 85 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggc 

I M 1 1 1 1 1 1 M I i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

108 9 tagagattatgaagaagctgcgtgaggcctttgaaaatgatatgctggc 
338 IE IMKKLREAFENDMLA 



Score = 1040 bits (541), Expect =0.0 
Identities = 609/665 (91%), Gaps = 2/665 (0%) 
Strand = Plus / Plus 



Query : 
Sbjct : 



262 0 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 2679 

1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II ! 1 1 1 1 1 1 1 1 1 1 1 1 

2753 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcaccccccccccc 2 812 



Query: 2680 nnaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2739 

IIIIIIIMI MUM Ml IIMM Mlllllllll! MIIMMMMIMIIMM 

Sbjct : 2813 c-aggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 2871 
Query: 2740 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2799 

IMMMIIIII IMMIMI IIMM MMMIIIMI IMMMMMMMIIIIII 

Sbjct : 2 872 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2 931 
Query: 2800 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2859 

II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 II 1 1 1 M I MM 1 1 1 1 II 1 1 Mill 1 1 1 II 1 1 1 

Sbjct : 2932 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2991 



Query: 2860 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 2919 

II II II Ml 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M I II 1 1 1 1 1 MM I M I II 1 1 Mill I II II 1 1 1 

Sbjct: 2992 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3051 



Blast Result 



http://www.ncbi.nlm.nih.gOv/blast/bl2seq/wblast2.c 



Query: 2920 ttcaqcaaaatqattcctttcttt-nnnnnnnnnnntgtggaggaaagtagaaatttacc 2978 

MINIM I'll 1 1 1 1 IIIIIM 

Sbjct: 3052 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3111 



Query: 
Sbjct : 



2 979 aaqqttgttggcccagggcgttaaattcacagannnnnnnaacgagaaaaacacacagaa 3038 

MMM M I II I II I Ml II MINI I Ml II Mill III Mill Mill II 

3112 aaggttgttggcccagggcgt t aaat tcacagatt t tt t taacgagaaaaacacacagaa 3171 



Query : 
Sbjct: 



3 03 9 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3 098 

Ml Ml IM MIMI Ml I II Ml M M II Ml II M Ml Ml MMI IIIMIIIIIII 

3172 gaagctacctcaggtgtttttacctcagcaccttgctcttgtgtttcccttagagatttt 3231 



Query : 
Sbjct : 



3099 gtaaagctgatagttggagcannnnnnnnnnnnnnnaataaaaatgagttggnnnnnnnn 3 158 

Mill I Mill MM MIMM 

3232 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 3291 



Query : 
Sbjct : 



315 9 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3218 

lllllllll MIMI IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

32 92 taagatat caactgccagcc tggagaaggtgacagtccaagtgtgcaacagctgttctga 3 351 



Query: 
Sbjct : 



3219 attgtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3278 

Mill IMMMI! MIMM 1 1 1 II 1 1 II II 1 1 II 1 1 1 1 II I II I II 1 1 II II 1 1 

3352 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 3411 



Query: 3279 tattt 3283 
Mill 

Sbjct: 3412 tattt 3416 



CPU time: 



0.04 user sees. 



0.00 sys. sees 



0.04 total sees. 



Lambda 
1.33 



K H 
0.621 



1.12 



Gapped 
Lambda 
1.33 



K H 
0.621 1.12 



Matrix: blastn matrix :1 -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB : 14 

Number of Sequences : 0 

Number of extensions: 14 

Number of successful extensions: 9 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 5 

length of query: 3283 

length of database: 8,918,056,233 

effective HSP length: 26 

effective length of query: 3257 

effective length of database: 8,918,056,207 

effective search space: 29046109066199 

effective search space used: 29046109066199 

T: 0 

A: 0 

XI: 6 (11.5 bits) 



Result 



http://www.ncbi.nlI^l.nih.gov^last/bl2seqAvblast2x 



X2: 26 (50.0 bits) 
SI: 12 (23.8 bits) 
S2: 22 (43.0 bits) 



Blast Result 



http:/Avww.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.c 



NCB 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 



Match:[T] MismatchiQ gap open:Q~l gap extensio n: 
x_dropoff: [H expect: | 1Q- o| wordsize: Filter 0 I Align 



SECi % 



3 (' 7 Sr r C 



Sequence 1 lcl|seq_l Length 3283 (1 .. 3283) 
Sequence 2 gi 4883680 Length 3667 (1 .. 3667) 



3ED 



JOO. 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 



Score = 4857 bits (2526) , Expect 
Identities = 2541/2556 (99%) 
Strand = Plus / Plus 



0.0 



Query: 
Sbjct : 



6 cggaggaggcgaggagcgccgggtaccgggccgggggagccgcggg 

iiiiiiiiiiiMiiiiiiiiiiiiiiiiiiiiiiiniiiiiiii 

3 72 cggaggaggcgaggagcgccgggtaccgggccgggggagccgcggg 



Query: 



66 



Sbjct: 432 
hepatocellular carcinoma autoan> 1 



acggatgatgaacaagctttacatcgggaacctgagccccgccgtc 

MM Ml! MMMIIMM IIMIIIIIIllllllllll 

acggatgatgaacaagctttacatcgggaacctgagccccgccgtc 
MMNKLYIGNLS PAV 



Query : 



126 



Sbjct: 492 
hepatocellular carcinoma autoan> 2 0 



ccggcagctctttggggacaggaagctgcccctggcgggacaggtc 

Ml Ml MM IMM IMMIIMI II MM MM IMIMMII 

ccggcagctctttggggacaggaagctgcccctggcgggacaggtc 
RQLFGDRKLPLAGQV 



Query : 



186 



Sbjct: 552 
hepatocellular carcinoma autoan> 40 



ctacgccttcgtggactaccccgaccagaactgggccatccgcgcc 

ii 1 1 1 1 1 ii i ii 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ii ii 1 1 1 1 1 1 1 1 M 

ctacgccttcgtggactaccccgaccagaactgggccatccgcgcc 
YAFVDYPDQNWAIRA 



Blast Result 



http:/Avww.ncbi.nlm.nih.gov/blast/bl2seqAvblast2.c 



Query : 



246 



Sbjct: . 612 

hepatocellular carcinoma autoan> 60 



qqqtaaagtggaattgcatgggaaaatcatggaagttgattactca 

MM ill llllll III III MM I M Ml M I Ml Ml III Ml II 

gggtaaagtggaattgcatgggaaaatcatggaagttgattactca 
GKVELHGKI MEVDYS 



Query : 



306 



Sbjct: 672 
hepatocellular carcinoma autoan> 80 



aaggagcaggaaaattcagattcgaaacatccctcctcacctgcag 

! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 ! 

aaggagcaggaaaattcagattcgaaacatccctcctcacctgcag 
RSRKIQIRNIPPHLQ 



Query: 



366 



Sbjct: 732 
hepatocellular carcinoma autoan> 100 



tggacttttggctcaatatgggacagtggagaatgtggaacaagtc 

M II I II I II II Ml II II 1 1 M I M I M II M II I Ml M 1 1 II 

tggacttttggctcaatatgggacagtggagaatgtggaacaagtc 
GLLAQYGTVENVEQV 



Query : 



426 



Sbjct: 792 
hepatocellular carcinoma autoan> 12 0 



aaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaa 

II MMMI II Mill MM M I Ml IMM Ml MMMI I 

aaccgccgttgtcaacgtcacatatgcaacaagagaagaagcaaaa 
TAVVNVTYATREEAK 



Query : 



486 



Sbjct: 852 
hepatocellular carcinoma autoan> 140 



gctaagcgggcatcagtttgagaactactccttcaagatttcctac 

M MMMMIIIIIIMI II IIMIMIIIII Mill I 

gctaagcgggcatcagtttgagaactactccttcaagatttcctac 
LSGHQFENYSFKISY 



Query : 



546 



Sbjct: 912 
hepatocellular carcinoma autoan> 160 



ggtgagctccccttcgccccctcagcgagcccagcgtggggaccac 

! 1 1 1 1 1 1 1 1 E 1 3! 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 E E 1 1 1 1 1 1 1 i 1 1 1 1 ! 1 1 

ggtgagctccccttcgccccctcagcgagcccagcgtggggaccac 
VSSPSPPQRAQRGDH 



Query : 



606 



Sbjct: 972 
hepatocellular carcinoma autoan> 180 



aggccacgcccctgggggcacttctcaggccagacagattgatttc 

1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 

aggccacgcccctgggggcacttctcaggccagacagattgatttc 
GHAPGGTSQARQ IDF 



Ouerv : 666 ggtccccacccagtttgttggtgccatcatcggaaaggagggcttg 

IMIIIIIMIIMMII MIMIIIIII IIMMMMIIII 

Sbjct: - 1032 ggtccccacccagtttgttggtgccatcatcggaaaggagggcttg 

hepatocellular carcinoma autoan> 2 00 VPTQFVGAI IGKEGL 



Query : 
Sbjct: 

hepatocellular 



carcinoma autoan> 



72 6 cactaagcagacccagtcccgggtagatatccatagaaaagagaac 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 M M 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 

10 92 cactaagcagacccagtcccgggtagatatccatagaaaagagaac 
220 TKQTQSRVD IHRKEN 



Query : 
Sbjct: 

hepatocellular 



carcinoma autoan> 



786 gaagcctgtcaccatccatgccaccccagaggggacttctgaagca 

1 1 i 1 1 1 ! 1 1 1 1 E M 1 1 ! 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 It 1 1 1 1 1 1 1 

1152 gaagcctgtcaccatccatgccaccccagaggggacttctgaagca 
240 KPVTIHATPEGTSEA 



Query: 
Sbjct: 

hepatocellular 



carcinoma autoan> 



846 tgaaatcatgcagaaagaggcagatgagaccaaactagccgaagag 

1 1 1 1 1 1 M 1 !! 1 1 ! 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 

1212 tgaaatcatgcagaaagaggcagatgagaccaaactagccgaagag 
260 EIMQKEADETKLAEE 



Blast Result 



http:/Avww.ncbi.nlnxnih.gov/blast/bl2seqAvblast2.c 



Query: 
Sbjct : 

hepatocellular 



carcinoma autoan> 



906 cttggcacacaatggcttggttggaagactgattggaaaagaaggc 

IIIIIIIIIIMIIIMIIIII llllllllllllllllllllllll 

1272 cttggcacacaatggcttggttggaagactgattggaaaagaaggc 
280 LAHNGLVGRLIGKEG 



Query : 
Sbjct : 

hepatocellular 



carcinoma autoan> 



966 aattgaacatgaaacagggaccaagataacaatctcatctttgcag 

llllllllll IMIII MIIIIIIIMIMIIIMIIIIMIIMI 

1332 aattgaacatgaaacagggaccaagataacaatctcatctttgcag 
300 IEHETGTKITISSLQ 



Query : 
Sbjct: 

hepatocellular 



carcinoma autoan> 



102 6 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgt 

IMIIIIIIIIIII! IMIII llllllllllllllllllllllll 

13 92 caacccggaaagaaccatcactgtgaagggcacagttgaggcctgt 
320 NPERTITVKGTVEAC 



Query: 
Sbjct: 

hepatocellular carcinoma autoan> 



1086 agagattatgaagaagctgcgtgaggcctttgaaaatgatatgctg 

llllllllll IMIII Mllllllllll Mllllllllllllllll 

1452 agagattatgaagaagctgcgtgaggcctttgaaaatgatatgctg 
340 EIMKKLREAFENDML 



Query: 
Sbjct : 

hepatocellular 



carcinoma autoan> 



114 6 ctccggatacttctccagcctgtacccccatcaccagtttggcccg 

1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1512 ctccggatacttctccagcctgtacccccatcaccagtttggcccg 
360 SGYFSSLYPHHQFGP 



Query : 
Sbjct : 

hepatocellular carcinoma autoan> 



1206 ctcttatccagagcaggagattgtgaatctcttcatcccaacccag 

j 1 1 F 1 1 1 j 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M i 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 1 1 1 1 1 1 

1572 ctcttatccagagcaggagattgtgaatctcttcatcccaacccag 
380 SYPEQEIVNLFIPTQ 



Query : 
Sbjct: 

hepatocellular 



carcinoma autoan> 



1266 catcgggaagaagggggcacacatcaaacagctggcgagattcgcc 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i I i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

163 2 catcgggaagaagggggcacacatcaaacagctggcgagattcgcc 
400 IGKKGAH I KQLARFA 



Query : 
Sbjct: 

hepatocellular 



carcinoma autoan> 



132 6 gattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatc 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 

1692 gattgcccctgcggaaggcccagacgtcagcgaaaggatggtcatc 
420 IAPAEGPDVS ERMVI 



Query : 
Sbjct: 

hepatocellular 



carcinoma autoan> 



13 8 6 ggaagcccagttcaaggcccagggacggatctttgggaaactgaaa 

1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1752 ggaagcccagttcaaggcccagggacggatctttgggaaactgaaa 
440 EAQFKAQGRI FGKLK 



Query: 
Sbjct: 

hepatocellular 



carcinoma autoan> 



1446 taaccccaaagaagaagtgaagctggaagcgcatatcagagtgccc 

1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1812 taaccccaaagaagaagtgaagctggaagcgcatatcagagtgccc 
460 NPKEEVKLEAHIRVP 



Query: 
Sbjct: 



1506 ccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaac 

MM IMIII III IMIIIIIIIIMIIIIII Ml IMIIMM II 

1872 ccgggtgattggcaaaggtggcaagaccgtgaacgaactgcagaac 



Blast Result 
• > t 



http://www.ncbi.nlm.nih.gov^last/bl2seq/wblast2.c 



hepatocellular carcinoma autoan> 480 



K T V N E 



Q N 



Query: 
Sbjct : 

hepatocellular 



carcinoma autoan> 



1566 agtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtg 

I III IIMIIIIIMIIII IIIIIIIIIIMM II Ml I M INN 

1932 agtcatcgtgcctcgtgaccaaacgccagatgaaaatgaggaagtg 
500 VIVPRDQTPDENEEV 



Query: 
Sbjct: 

hepatocellular 



carcinoma autoan> 



1626 cgggcacttctttgctagccagactgcacagcgcaagatcagggaa 

IM III III III III III MMMM III Mill IMMM || II 

1992 cgggcacttctttgctagccagactgcacagcgcaagatcagggaa 
520 GHFFASQTAQRKIRE 



Query : 
Sbjct: 

hepatocellular carcinoma autoan> 



168 6 gaagcagcaggagcagaaataccctcagggagtcgcctcacagcgc 

MMM III II MIIIIMI MM Mill III Ml II Ml II II 

2 052 gaagcagcaggagcagaaataccctcagggagtcgcctcacagcgc 
540 KQQEQKYPQGVASQR 



Query : 
Sbjct : 



1746 ccacaggcaccagcaaaacaacggatgaatgtagcccttccaacac 

I MMMMIMIMI IMIIIIIIIMIIIIIMIMIMI 

2112 ccacaggcaccagcaaaacaacggatgaatgtagcccttccaacac 



Query : 
Sbjct: 



18 06 ccaaacgcagccagccagatcgggagcaaaccaaagaccatctgag 

i ii 1 1 1 M 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 

2172 ccaaacgcagccagccagatcgggagcaaaccaaagaccatctgag 



Query : 
Sbjct: 



1866 cggaggcggccagggactctgccgaggccctgagaaccccaggggc 

M Mill! MMMII II MMMII IMIIMMIM 

2232 cggaggcggccagggactctgccgaggccctgagaaccccaggggc 



Query: 
Sbjct: 



1926 gaaggtcagccaggtttgccagaaccaccgagccccgcctcccgcc 

II IMIIIIMI Mill IMMMIIMIIIIMMII II 

22 92 gaaggtcagccaggtttgccagaaccaccgagccccgcctcccgcc 



Query : 
Sbjct : 



1986 caggcttcagccatccacttcaccatccactcggatctctcctgaa 

i Miiiiiii mi iiiiii in mi iiiiiiiiiiiiiiiiiiiii 

2352 caggcttcagccatccacttcaccatccactcggatctctcctgaa 



Query : 
Sbjct: 



2046 tcccttttagttgaactaacataggtgaacgtgttcaaagccaagc 

M II IMiMMIMI MM MMM IIIIIIIIMIII 

2412 tcccttttagttgaactaacataggtgaacgtgttcaaagccaagc 



Query: 
Sbjct : 



2106 ttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaa 

I llllllllllll III MINI III illlllllMIIIIIIIIIII 

2472 ttttctgtggcaaatcgtctctgtacatgtgtgtacatattagaaa 



Query: 
Sbjct: 



2166 atatgtggcctgtgggttacacagggtgcctgcagcggtaatatat 

; 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 i I; < I M 1 1 1 1 1 

2532 atatgtggcctgtgggttacacagggtgcctgcagcggtaatatat 



Query : 
Sbjct: 



2226 atcaaataactcaactaactccaatttttaatcaattattaannnn 

MM IIIIIIIIIMIIIIIIIIIIIII llllllllllllll 

2592 atcaaataactcaactaactccaatttttaatcaattattaatttt 



Blast Result http://www.ncbi.nlm.nih.gOv/blast/bl2seq/wblast2.c 



Query: 2286 gagaaagcaggcttttctagactttaaagaataaagtctttgggag 

MM llllllllll II III I II II llllllllll IIIIIMIII II 

Sbjct : 2652 gagaaagcaggcttttctagactttaaagaataaagtctttgggag 

Query: 2346 agaggagctttgaggccacccgcacaaaattcacccagagggaaat 

I M M M I M M M M I ii 1 1 1 1 1 M 1 1 1 1 M 1 1 M M I M 1 1 1 1 1 

Sbjct : 2712 agaggagctttgaggccacccgcacaaaattcacccagagggaaat 

Query: 2406 actcacggcagttctggatcacctgtgtatgtcaacagaagggata 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 2772 actcacggcagttctggatcacctgtgtatgtcaacagaagggata 

Query : 2466 aggaaactctgtcactcctcatgcctgtctagctcatacacccatt 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 

Sbjct : 2832 aggaaactctgtcactcctcatgcctgtctagctcatacacccatt 

Query: 2526 aggttttaaactggttttttgcatactgctatataa 2561 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 2892 aggttttaaactggttttttgcatactgctatataa 2927 

Score = 1035 bits (538), Expect = 0.0 
Identities = 608/665 (91%) , Gaps = 2/665 (0%) 
Strand = Plus / Plus 



Query: 2 62 0 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcannnnnnnnnnn 2679 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 2986 cattcttttgaatttcctcatccctccatctcaatcccgtatctacgcaccccccccccc 3045 
Query: 2680 nnaggcaaagcagtgctctgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 273 9 

E 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sb j c t : 3 046 c -aggcaaagcagtgc tc tgagtatcacatcacacaaaaggaacaaaagcgaaacacaca 3104 
Query: 2 740 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 2799 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 i 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 3105 aaccagcctcaacttacacttggttactcaaaagaacaagagtcaatggtacttgtccta 3164 
Query: 2 800 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 2 859 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 3165 gcgttttggaagaggaaaacaggaacccaccaaaccaaccaatcaaccaaacaaagaaaa 3224 
Query: 2860 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 2919 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 3225 aattccacaatgaaagaatgtattttgtctttttgcattttggtgtataagccatcaata 3284 
Query: 2920 ttcagcaaaatgattcctttcttt-nnnnnnnnnnntgtggaggaaagtagaaatttacc 2978 

I II I II 1 1 M II 1 1 II 1 1 II 1 1 II 1 1 M 1 1 1 1 1 II 1 1 1 1 1 1 1 II I M I 

Sbjct: 3285 ttcagcaaaatgattcctttctttaaaaaaaaaaaatgtggaggaaagtagaaatttacc 3344 
Query: 2 979 aaggttgttggcccagggcgttaaattcacagannnnnnnaacgagaaaaacacacagaa 303 8 

MUM MIIMIIIMI Ml MMMIIIMI II MIMMIMMIIMM 

Sbjct : 3345 aaggttgttggcccagggcgttaaattcacagatttttttaacgagaaaaacacacagaa 3404 



Blast Result 



http://www.ncbi.nlmnih.gov/blast/bl2seqAvblast2x 



7 



Query: 3 039 




3098 



Sbjct: 3405 gaagctacctcaggtgtttttacctcagcaccttgatcttgtgtttcccttagagatttt 3464 
Query: 3099 gtaaagctgatagttggagcannnnnimnnnnnnnnaataaaaatgagttggnimnnnnn 3158 

iiiiiiiiii iniiiiiiii i f 1 1 1 1 1 f 1 1 f 1 1 1 1 f 

Sbjct: 3465 gtaaagctgatagttggagcatttttttatttttttaataaaaatgagttggaaaaaaaa 3524 
Query: 3159 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3218 

IMIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIMIIIIIIIIII Nllllll 

Sbjct: 3525 taagatatcaactgccagcctggagaaggtgacagtccaagtgtgcaacagctgttctga 3584 
Query: 3219 attgtcttccgctagccaagaaccnatatggccttcttttggacaaaccttgaaaatgtt 3278 

lllllllllllllll lllllllll II III lllllll Mill I II II II III II II 1 1 II 

Sbjct: 3585 attgtcttccgctagccaagaacctatatggccttcttttggacaaaccttgaaaatgtt 3644 

Query: 3279 tattt 3283 
Mill 

Sbjct: 3645 tattt 3649 

CPU time: 0.05 user sees. 0.00 sys . sees 0.05 total sees. 

Lambda K H 

1.33 0.621 1.12 



Matrix: blastn matrix :1 -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Hits to DB : 13 

Number of Sequences : 0 

Number of extensions: 13 

Number of successful extensions: 8 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 2 

length of query: 32 83 

length of database: 8,918,056,233 

effective HSP length: 26 

effective length of query: 3257 

effective length of database: 8,918,056,207 

effective search space: 29046109066199 

effective search space used: 29046109066199 

T: 0 

A: 0 

XI: 6 (11.5 bits) 
X2: 26 (50.0 bits) 
SI: 12 (23.8 bits) 
S2: 22 (43.0 bits) 



Gapped 
Lambda 
1.33 



K 



0.621 



H 



1. 12 



Blast Result 



http:/Avww.ncbi.nlmnih.gov^last/bl2seqAvblast2.c 



-> NCBl 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



OMIM 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 



c-myc-CRD 
SEQ ID NO:5 



Matrix | BLOSUM62 |t| gap 0 pen:Q3 gap extension : P~l 
x_dropoff: [fjj expect: ! iQ-o| wordsize: Q] Filter □ I Align 



Sequence 1 lcl|seq_l Length 577 (1 .. 577) 
Sequence 2 lcl|seq_2 Length 1708 (1 .. 1708) 



,WMIW>Hi 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 854 bits (2206), Expect = 0.0 
Identities = 438/445 (98%) , Positives = 439/445 (98%) 
Frame = +2 



Query: 133 RQAIMKLNGHQLENHALKVSYIPDEQITQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 192 

R AIMKLNGHQLENHALKVS Y I PDEQI QGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 
Sbjct: 32 RGAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 211 

Query: 193 PVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 252 

VDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 
Sbjct: 212 QVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 391 

Query: 253 CSSACKMILEIMHKEAKDTKTADEVPLKI 312 

CS SAC KM I LE IMHKEAKDTKTADEVPLKI LAHNNFVGRL IGKEGRNLKKVEQDTETKI TI 
Sbjct: 392 CS SAC KM I LE IMHKEAKDTKTADEVPLKI LAHNNFVGRL IGKEGRNLKKVEQDTETKI TI 571 

Query: 313 S SLQDLTL YNPERTITVKGAI ENCCRAEQE IMKKVREAYEND VAAMS LQSHL I PGLNLAA 372 

S S LQDLTL YNPERT I TVKGAI ENCCRAEQE IMKKVREAYENDVAAMS SHLIPGLNLAA 
Sbjct: 572 SSLQDLTLYNPERTITVKGAIENCC^ 745 

Query: 373 VGLFPAS S SAVPPPPS S VTGAAP YS S FMQAPEQEMVQVF I PAQAVGAI I GKKGQHI KQLS 432 

VGLFPAS S S AVPPPPS SVTGAAPYS S FMQAPEQEMVQVF I PAQAVGAI I GKKGQHI KQLS 
Sbjct: 746 VGLFPAS S SAVPPPPS SVTGAAPYS S FMQAPEQEMVQVF I PAQAVGAI IGKKGQH I KQLS 925 

Query: 433 RFASASIKIAPPETPDSKVRMWITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHI 492 

RFA5ASIKIAPPETPDSKVRMV+ITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHI 
Sbjct: 926 RFASASIKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHI 1105 

Query: 493 RVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQMAQRK 552 
RVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQMAQRK 



Blast Result 



http://www.ncbi.nlm.nih.gov/blas^l2seqAvblast2.c 



Sbjct: 1 106RVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKI IGHFYASQMAQRK 1285 

Query: 553 I RD I LAQVKQQHQKGQSNLAQ ARRK 577 

IRDILAQVKQQHQKGQSN AQARRK 
Sbjct: 1 2 8 6 1 RD I LAQVKQQHQKGQSNQAQARRK 1360 

CPU time: 0.03 user sees. 0.01 sys. sees 0.04 total sees. 

Lambda K H 

0.314 0.131 0.365 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 11,732 

Number of Sequences: 0 

Number of extensions: 7631 

Number of successful extensions: 15 

Number of sequences better than 10.0: 2 

Number of HSP's better than 10.0 without gapping: 2 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP f s gapped (non-prelim): 2 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50, 0.1 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.9 bits) 
S2: 84 (37.0 bits) 



rfast Result 



http:/Avww.ncbi.nlIanih.gov^last/bl2seqAvblast2.c 



NCB1 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



OMIM 



Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 



Matrix 1 BLOSUM62 \*\ gap open:Q3 8 a P extension : H~l 
x_dropofif: |j3 expect: ! io • c| wordsize: [TJ Filter □ I Align | 



c-myc-CRD 
SEQ ID NO:5 



Sequence 1 lcl|seq_l Length 577 (1 .. 577) 
Sequence 2 lcl|seq_2 Length 1708 (1 .. 1708) 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 854 bits (2206), Expect =0.0 
Identities = 438/445 (98%) , Positives = 439/445 (98%) 
. Frame = +2 



Query: 133 RQAIMKJ^GHQLENHALKVSYIPDEQITQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 192 

R AIMKLNGHQLENHALKVSYIPDEQI QGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 
Sbjct: 32 RGAIMKLNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ 211 

Query: 193 PVDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 252 

VDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 
Sbjct: 212 QVTDIPLRLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEG 3 91 

Query: 253 CS S ACKMI LE IMHKEAKDTKTADE VPLKI LAHNNF VGRL IGKEGRNLKKVEQDTETKI T I 312 

CSSACKMILEIMHKEAKDTKTADEVPLK^ 
Sbjct: 392 CS S ACKMI LE IMHKEAKDTKTADEVPLKI LAHNNFVGRL IGKEGRNLKKVEQDTETKI TI 571 

Query: 313 S SLQDLTL YNPERTI TVKGAI ENCCRAEQE I MKKVREAYEND VAAMS LQSHL I PGLNLAA 372 

SSLQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS SHL I PGLNLAA 
Sbjct: 572 SSLQDLTLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS - - SHLIPGLNLAA 745 

Query: 373 VGLFPAS S S AVPPPPS S VTGAAP YS S FMQAPEQEMVQVFI PAQAVGAI IGKKGQH I KQLS 432 

VGLFPASSSAVPPPPSSVTGAAPYSSFMQAPEQEMVQVFIPAQAVGAIIGKKGQHIKQLS 
Sbjct: 746 VGLFPAS S S AVPPPPS S VTGAAP YS S FMQAPEQEMVQVFI PAQAVGAI IGKKGQH I KQLS 925 

Query: 433 RFASASIKIAPPETPDSKVRMWITGPPEAQFKAQGRIYGKLKEENFFGPKEEVIOjETHI 492 

RFASASIKIAPPETPDSKVTtMV+ITGPPEAQFKAQGRIYGKLKEENFFGPKEEVTCLETHI 
Sbjct: 926 RFASASIKIAPPETPDSKVT^MVIITGPPEAQFKAQGRIYGKLKEENFFGPKEEVICLETHI 1105 

Query: 493 RVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQMAQRK 552 
RVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQMAQRK 



ast Result 



http:/Avww.ncbi.nlm.nih.gov/blast/bl2seqAvblast2.c 



Sbj ct : 110 6RVPASAAGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVI VKI IGHFYASQMAQRK 12 85 

Query: 553 IRD I LAQVKQQHQKGQSNLAQARRK 577 

IRDILAQVKQQHQKGQSN AQARRK 
Sbjct: 1286 IRDILAQVKQQHQKGQSNQAQARRK 1360 

CPU time: 0.03 user sees. 0.01 sys. sees 0.04 total sees. 

Lambda K H 

0.314 0.131 0.365 

Gapped 

Lambda K H 

0.267 0.0410 0.140 

Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 11,732 

Number of Sequences: 0 

Number of extensions: 7631 

Number of successful extensions: 15 

Number of sequences better than 10.0: 2 

Number of HSP ' s better than 10.0 without gapping: 2 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim) : 2 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50, 0.1 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 {49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.9 bits) 
S2: 84 (37.0 bits) 



http:/Avww.ncbi.nlm.nih.gov/blast/bI2seqAvblast2.c 



Blast 2 Sequences results 



~> NCBI 

PubMed Entrez BLAST •MIM Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 

gap open: ! iij gap extension: I i I 



c-myc-CRD 
SEQ ID NO:6 



Matrix 



BLOSUM62 



x_dropoff: expect: | io ■ o| wordsize: Q] Filter □ I Align 



Sequence 1 lcl|seq_l Length 577 (1 .. 577) 
Sequence 2 lcl|seq_2 Length 3412 (1 ..3412) 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 775 bits (2000), Expect =0.0 

Identities = 394/603 (65%), Positives = 476/603 (78%), Gaps = 26/603 (4%) 
Frame = +1 



Query: 1 MNKLYIGNLNESVTPADLEKVFAEHKISYSGQFLVKSGYAFVDCPDEHWAMKAIETFSGK 60 

MNKLYIGNL+ +VT DL ++F + K+ +GQ L+KSGYAFVD PD++WA++AIET SGK 
Sbjct: 73 MNKLYIGNLSPAVTADDLRQLFGDRKLPLAGQVLLKSGYAFVDYPDQNWAIRAIETLSGK 252 

Query: 61 VELQGKRLEMEHSVPKKQRSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQVNTESETA 120 

VEL, GK +E+ ++SV KK RSRKIQIRNIPP L+WEVLD LLAQYGTVEN EQVNT++ETA 
Sbjct: 253 VELHGKIMEVDYSVSKKLRSRKIQIRNIPPHLQWEV^^ 432 

Query: 121 VVNVTYSNREQTRQAIMKLNGHQLENHALKVSYIPDEQITQG- - PENGRRGGFGSRGQPR 178 

WNVTY+ RE+ + A+ KL+GHQ EN++ K+SYIPDE+++ P+ +RG SR Q 
Sbjct: 433 WNVTYATREEAKIAMEKLSGHQFENYSFKISYIPDEEVSSPSPPQRAQRGDHSSREQGH 612 

Query: 179 QGSPVAAGAPAKQQPVDI PLRLLVPTQYVGAI IGKEGATIRNITKQTQSKIDVHRKENAG 238 

AG ++ + +D PLR+LVPTQ+VGAI IGKEG TI+NITKQTQS++D+HRKEN+G 
Sbjct: 613 APGGTSQARQIDFPLRILVPTQFVGAIIGKEGLTIKNITKQTQSRVDIHRKENSG 777 

Query: 23 9 AAEKAISVlISTPEGCSSACKMILEIMHKEAKDTKTADEVPLKIIiAHNNFVGRLIGKEG^ 2 98 

AAEK +++H+TPEG S AC+MILEIM KEA +TK A+E+PLKILAHN VGRL I GKEGRN 
Sbjct: 778 AAEKPVTIHATPEGTSEACRMI LE IMQKEADETKLAEEIPLKI LAHNGLVGRL I GKEGRN 957 

Query: 2 99 LKKVEQDTETKITISSLQDLTLYNPERTITVKGAIENCCRAEQEIMKKV11EAYENDVAAM 3 58 

LKK+E +T TKITISSLQDL++YNPERTITVKG +E C AE EIMKK+REA+END+ A+ 
Sbjct: 958 LKKIEHETGTKI TI S SLQDLS I YNPERT I TVKGTVEACAS AE I E IMKKLREAFENDMLAV 1137 



Query: 359 S LQSHL I PGLNLAAVGLF P AS S S AVP P P - - P S S VTGAAP YS S FM 
+ Q++LIPGLNL+A+G+F S + PP P AAPY F 



400 



Blast-Result . 



http://www.ncbi.nlmnih.gOv/blast/bl2seqAvbIast2.c 



Sbjct : 1138NQQANLIPGLNLSAIiGIFSTGLSVLSPPAGPRGAPPAAPYHPFTTHSGYFSSLYPHHQFG 1317 

Query: 401 QAPEQEMVQVF I PAQAVGAI IGKKGQHI KQLSRFAS AS IKI APPETPDS KVRMV 454 

PEQE+V +FIP QAVGAI IGKKG HIKQL+RFA ASIKIAP E PD RMV 
Sbjct: 1318 PFPHHHS YPEQE I VNLFI PTQAVGAI IGKKGAHIKQLARFAGAS IKI APAEGPDVSERMV 1497 

Query: 455 VITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHIRVPASAAGRVIGKGGKTVNELQ 514 

+ ITGPPEAQFKAQGRI +GKLKEENFF PKEEVKLE HIRVP+S AGRVIGKGGKTVNELQ 
Sbjct: 14 98 1 ITGPPEAQFKAQGRI FGKLKEENFFNPKEEVKLEAHIRVPSSTAGRVIGKGGKTVNELQ 1677 

Query: 515 NLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQI^QRKIRDILAQVKQQHQKGQSNLAQA 574 

NLT+AEV+VPRDQTPDEN++VTV+ 1 IGHF+ASQ AQRKIR+I+ QVKQQ QK +A 
Sbjct : 167 8NLTSAEVIVPRDQTPDENEEVIVRI IGHFFASQTAQRKIREIVQQVKQQEQKYPQGVASQ 1857 

Query: 575 RRK 577 
R K 

Sbjct: 1858RSK 1866 

CPU time: 0.07 user sees. 0.00 sys . sees 0.07 total sees. 

Lambda K H 

0.314 0.131 0.365 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 21,798 

Number of Sequences : 0 

Number of extensions: 14808 

Number of successful extensions: 17 

Number of sequences better than 10.0: 2 

Number of HSP 1 s better than 10.0 without gapping: 3. 

Number of HSP ' s successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 3 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50, 0.1 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.9 bits) 
S2: 84 (37.0 bits) 



http:/Avww.ncbi.nlm.niltgov/blast/bl2seqAvblast2.c 



NCB 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



OMIM 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 



Matrix 1 BLOSUM62 \r\ gap openiQS gap extension : PH 
x_dropoff: [|3 expect: ! io . 3 wordsize: [T] Filter □ {Align 



c-myc-CRD 



SEQ ID NO:6 



Sequence 1 lcl|seq_l Length 577 (1 577) 
Sequence 2 lcl|seq_2 Length 3412 (1 3412) 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 775 bits (2000), Expect =0.0 

Identities = 394/603 (65%), Positives = 476/603 (78%), Gaps = 26/603 (4%) 
Frame = +1 



Query: 1 MNKLYIGNLNESVTPADLEKVFAEHKISYSGQFLVTCSGYAFVDCPDEHWAMKAIETFSGK 60 

MNKLYIGNL+ +VT DL ++F + K+ +GQ L+KSGYAFVD PD++WA++AIET SGK 
Sbjct: 73 MNKLYIGNLSPAWADDLRQLFGDRKLPLAGQVLLKSGYAFVDYPDQNWAIRAIETLSGK 252 

Query: 61 V^LQGKRLEMEHSVPKKQRSRKIQIIOTIPPQLRWEVLDSLIjAQYGTVENCEQvITTESETA 120 

VEL GK +E+++SV KK RSRKIQIRNIPP L+WEVLD LLAQYGTVEN EQVNT++ETA 
Sbjct: 253 VELHGKIMEVD YS VS KKLRSRKI Q I RNI P PHLQWE VLDGLLAQ YGTVENVEQVKTDTETA 432 

Query: 121 VVNVTYSNREQTRQAIMKLNGHQLENHALKVSYIPDEQITQG- -PENGRRGGFGSRGQPR 178 

WNVTY+ RE+ + A+ KL+GHQ EN++ K+SYIPDE+++ P+ +RG SR Q 
Sbjct: 433 WNVTYATREEAKIAMEKLSGHQFENYSFKISYIPDEEVSSPSPPQRAQRGDHSSREQGH 612 

Query: 179 QGSPVAAGAPAKQQPVDI PLRLLVPTQYVGAI IGKEGATIRNITKQTQSKIDVHRKENAG 238 

AG ++ + +D PLR+LVPTQ+VGAIIGKEG TI + NITKQTQS + +D+HRKEN+G 
Sbjct: 613 APGGTSQARQIDFPLRILVPTQFVGAIIGKEGLTIKNITKQTQSRVDIHRKENSG 777 

Query: 239 AAEKAI S VHS TPEGCS S ACKM I LE I MHKEAKDTKTADEVPL KI LAHNNFVGRL IGKEGRH 298 

AAEK + ++H+TPEG S AC+MILEIM KEA +TK A+E+PLKILAHN VGRL I GKEGRN 
Sbjct: 778 AAEKPVTIHATPEGTSEACRMILEIMQKEADETKLAEEIPLKILAHNGLVGRLI^ 957 

Query: 2 99 LKKVEQDTETKITI S SLQDLTLYNPERT I TVKGAI ENCCRAEQE IMKKVREAYENDVAAM 358 

LKK+E +T TKITISSLQDL++YNPERTITVKG +E C AE EIMKK+REA+END+ A+ 
Sbjct: 958 LKKI EHETGTKI T I S SLQDL S I YNPERT I TVKGTVEACAS AE I E IMKKLREAFENDMLAV 1137 



Query: 359 SLQSHLIPGLNLAAVGLFPASSSAVPPP- -PSSVTGAAPYSSFM 400 

+ Q++LIPGLNL+A+G+F S + PP P AAPY F 



Blast-Result - 



http://www.ncbi.nlmnih.gov/blast/bl2seqAvblast2x 



Sbjct: 113 8NQQANliIPGLNLSALGIFSTGLSVLSPPAGPRGAPPAAPYHPFTTHSGYFSSLYPHHQFG 1317 

Query: 401 QAPEQEMVQVF IPAQAVGAI IGKKGQH I KQLSRFASAS I KI APPETPDSKVRMV 454 

PEQE+V +FIP QAVGAI IGKKG HIKQL+RFA ASIKIAP E PD RMV 
Sbjct: 1318 PFPHHHS YPEQE I VNLF I PTQAVGAI IGKKGAH I KQLARFAGAS I KI APAEGPD VS ERMV 1497 

Query: 455 VITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHIRVPASAAGRVIGKGGKTWELQ 514 

+ ITGPPEAQFKAQGRI+GKLKEENFF PKEEVKLE HIRVP+S AGRVIGKGGKTVNELQ 
Sbjct: 14 981 ITGPPEAQFKAQGRI FGKLKEENFFNPKEEVKLEAHIRVPSSTAGRVIGKGGKTVNELQ 1677 

Query: 515 NLTAAEVWPRDQTPDENDQVI VKI IGHFYASQMAQRKIRD ILAQVKQQHQKGQSNLAQA 574 

NLT+AEV+VPRDQTPDEN++VIV+I IGHF+ASQ AQRKIR+I+ QVKQQ QK +A 
Sbjct : 1678NLTSAEVIVPRDQTPDENEEVIVRIIGHFFASQTAQRKIREIVQQVKQQEQKYPQGVASQ 1857 

Query: 575 RRK 577 
R K 

Sbjct: 1858RSK 1866 

CPU time: 0.07 user sees. 0.00 sys. sees 0.07 total sees. 

Lambda K H 

0.314 0.131 0.365 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 21,798 

Number of Sequences: 0 

Number of extensions: 14 808 

Number of successful extensions: 17 

Number of sequences better than 10.0: 2 

Number of HSP's better than 10.0 without gapping: 3. 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 3 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50, 0.1 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.9 bits) 
S2: 84 (37.0 bits) 



Bbst£fisult 



http:/Avww.ncbi.nlmnitLgov/blasVbl2seqAvblast2.c 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



Taxonomy Structure 



c-myc-CRD 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 



SEQ ID NO:7 



Matrix | BLOSUM62 \r\ gap open:Q3 g a P extension: Q] 



x_dropoff: expect: ! 10.3 wordsize: Q] Filter □ I Align 



Sequence 1 lcl|seqj Length 577 (1 577) 
Sequence 2 lcl|seq_2 Length 1946 (1 1946) 



Knifes 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 963 bits (2489), Expect =0.0 
Identities = 493/499 (98%), Positives = 494/499 (98%) 
Frame = +3 



Query : 7 9 RSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQVNTESETAVVNVTYSNREQTRQAIMK 13 8 

RSRKIQIRNIPPQLRWEVLDSLLAQyGTVENCEQVNTESETAVVNVTYSNREQTRQAIMK 
Sbjct: 108 RSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQVNTESETAVVNVTYSNREQTRQAIMK 287 

Query: 139 LNGHQLENHALKVSYIPDEQITQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQPVDIPL 198 

LNGHQLENHALKVSYIPDEQI QGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ VDIPL 
Sbjct: 288 LNGHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQQVDIPL 467 

Query: 199 RLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAI SVHSTPEGCSSACK 258 

RLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEGCSSACK 
Sbjct: 468 RLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAI SVHSTPEGCSSACK 647 

Query: 259 MILEIMHKEAKDTKTADEVPLKILAHNNFV 318 

MILEIMHKEAKDTKTADEVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITISSLQDL 
Sbjct: 648 MILEIMHKEAKDTKTADEVPLKIIJUINNFVGRLIGKEGRNLKKVEQDTETKITISSLQDIj 827 

Query: 319 TLYNPERTIT\TCGAIENCCRAEQEIMKKVREAYEN^^ 3 78 

TLYNPERTITVKGAIENCCRAEQEIMKKVREAYENDVAAMS SHLIPGLNLAAVGLFPA 
Sbjct: 828 TLYNPERTITVTCGAIENCCRAEQEIMKKVREAYEND 1001 

Query: 379 SSSAVPPPPSSVTGAAPYSSFMQAPEQEMVQVFIPAQAVGAIIGKKGQHIKQLSRFASAS 438 

SSSAWPPPSSVTGAAPYSSFMQAPEQEMVQVFIPAQAVGAIIGKKGQHIKQLSRFASAS 
Sbjct : 1002SSSAVPPPPSSVTGAAPYSSFMQAPEQEMVQVFIPAQAVGAIIGKKGQHIKQLSRFASAS 1181 

Query: 43 9 IKIAPPETPDSKVRMWITGPPEAQFKAQGRIYGKLKEENFFGPKEEVXLETHIRVPASA 4 98 
IKIAPPETPDSKVRMV+ITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHIRVPASA 



http:/Avww.ncbi.nlm.nih.gov^last/bl2seqAvblast2. 



Sbjct: 1182 IKIAPPETPDSKVRMVI ITGPPEAQFKAQGRI YGKLKEENFFGPKEEVKLETHIRVPASA 1361 

Query: 499 AGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIVKIIGHFYASQMAQRKIRDIIA 558 

AGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQMAQRKIRDILA 
Sbjct: 1362AGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIVKIIGHFYASQI^QRKIRDILA 1541 

Query: 559 QVKQQHQKGQSNLAQARRK 577 

QVKQQHQKGQSN AQARRK 
Sbjct: 1542 QVKQQHQKGQSNQAQARRK 1598 

CPU time: 0.04 user sees. 0.01 sys . sees 0.05 total sees. 

Lambda K H 

0.314 0.131 0.365 

Gapped 

Lambda K H 

0.267 0.0410 0.140 

Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 13,365 

Number of Sequences : 0 

Number of extensions: 8706 

Number of successful extensions: 15 

Number of sequences better than 10.0: 2 

Number of HSP's better than 10.0 without gapping: 2 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim) : 2 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50, 0.1 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.9 bits) 
S2: 84 (37.0 bits) 



ht^7Avww.nc*i.nlmnih.gov/blasVblZseqAvblast2.c 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



OMIM 



Taxonomy Structure 



c-myc-CRD 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 



Matrix 1 BLOSUM62 \v\ gap open:Q3 8 a P extension : HI 
x_dropoff: Qcj expect: ! iQ.cl wordsize: [J] Filter □ 1 Align 



SEQ ID NO:7 



Sequence 1 lcl|seq_l Length 577 (1 577) 
Sequence 2 lcl|seq_2 Length 1946 (1 .. 1946) 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 963 bits (2489), Expect =0.0 
Identities = 493/499 (98%), Positives = 494/499 (98%) 
Frame = +3 



Query: 7 9 RSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQA/NTESETA^AmVTYSNREQTRQAIMK 13 8 

RSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQVNTESETAWNVTYSNREQTRQAIMK 
Sbjct: 108 RSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQVNTESETAVVNVTYSNREQTRQAIMK 287 

Query: 139 LNGHQLENHALKVS YI PDEQ I TQGPENGRRGGFGSRGQPRQGS PVAAGAPAKQQPVD I PL 198 

LNGHQLENHALKVSYIPDEQI QGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQ VDIPL 
Sbjct: 288 LNGHQLENHALKVS Y I PDEQ I AQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQQVD I PL 467 

Query: 199 RLLVPTQYVGAIIGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEGCSSACK 258 

RLLVPTQYVGAI IGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEGCSSACK 
Sbjct: 468 RLLVPTQYVGAI IGKEGATIRNITKQTQSKIDVHRKENAGAAEKAISVHSTPEGCS SACK 647 

Query: 259 M I LE IMHKEAKDTKTADEVPLKI LAHNNFVGRL IGKEGRNLKKVEQDTETKI T I S S LQDL 318 

MILE IMHKEAKDTKTADEVPLKI LAHNNFVGRL IGKEGRNLKKVEQDTETKI T I S S LQDL 
Sbjct: 648 MILEIMHKEAKDTKTADEVPLKILAHNNFVGRLIGKEGRNLKKVEQDTETKITISSLQDL 827 

Query: 319 TL YNPERTITVKGAI ENCCRAEQE IMKKVREAYENDVAAMS LQSHL I PGLNLAAVGLF PA 378 

TLYNPERT I TVKGAI ENCCRAEQE IMKKVREAYENDVAAMS SHL I PGLNLAAVGLF PA 
Sbjct: 828 TLYNPERT I TVKGAI ENCCRAEQE IMKKVREAYENDVAAMS - - SHL I PGLNLAAVGLF PA 1001 

Query: 379 S S SAVPPPP S S VTGAAP YS S FMQAPEQEMVQVF I PAQAVGAI I GKKGQH I KQLS RFAS AS 438 

S S S AVP PPPS S VTGAAP YS S FMQAPEQEMVQVF I PAQAVGAI I GKKGQH I KQL SRFAS AS 
Sbjct : 100 2 SS SAVPPPP S SVTGAAPYSS FMQAPEQEMVQVF I PAQAVGAI I GKKGQH I KQL SRFAS AS 1181 

Query: 439 IKIAPPETPDSKVRMWITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHIRVPASA 498 
IKIAPPETPDSKVRMV+ITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHIRVPASA 



Result 



httpyAvww.ncbi.nlmnih.gov^ast/bl2seqAvblast2.c 



Sbjct: 1182IKIAPPETPDSKVRMVIITGPPEAQFKAQGRIYGKLKEENFFGPKEEVKLETHIRVPASA 1361 

Query: 499 AGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQMAQRKIRDII^ 558 

AGRVIGKGGKTVNELQNLTAAEVVVPRDQTPDENDQVIVKIIGHFYASQMAQRKIRDILA 
Sbjct: 1362AGRVIGKGGKTVNELQNLTAAEVWPRDQTPDENDQVIVKIIGHFYASQMAQRKIRDIIA 1541 

Query: 559 QVKQQHQKGQSNLAQARRK 577 

QVKQQHQKGQSN AQARRK 
Sbjct: 1542 QVKQQHQKGQSNQAQARRK 1598 

CPU time: 0.04 user sees. 0.01 sys . sees 0.05 total sees. 

Lambda K H 

0.314 0.131 0.365 



Matrix: BL0SUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 13,365 

Number of Sequences : 0 

Number of extensions: 8706 

Number of successful extensions: 15 

Number of sequences better than 10.0: 2 

Number of HSP's better than 10.0 without gapping: 2 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim) : 2 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50, 0.1 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.9 bits) 
S2: 84 (37.0 bits) 



Gapped 
Lambda 
0.267 



K 

0.0410 



H 



0.140 



Blakt Resdlt * 



http^/www.ncbi.nlmnih.gov^last/bl2seq^vblast2.c 



% NCBI 

PubMed 



Blast 2 Sequences results 



Entrez 



BLAST 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 



Matrix 



BLOSUM62 \r\ gap 0 pen:[T3 gap extension: fT| 



x_dropofif: Q§ expect: ! iQ-o| wordsize: [7] Filter □ | Align | 



c-myc-CRD 
SEQ ID NO:8 



Sequence 1 lcl|seq_l Length 577 (1 .. 577) 
Sequence 2 lcl|seq_2 Length 3283 (1 3283) 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 742 bits (1916), Expect = 0.0 

Identities = 381/579 (65%), Positives = 458/579 (78%), Gaps = 2/579 (0%) 
Frame = +1 



Query: 

Sbjct : 

Query: 

Sbjct: 

Query: 

Sbjct: 

Query: 

Sb j ct : 

Query: 

Sbjct: 

Query: 

Sbjct: 

Query: 



1 ^KliYIGNI^SVTPADLEKVFAEHKISYSGQFLVKSGYAFVDCPDEHWAMKAIETFSGK 60 

MNKLYIGNL+ +VT DL ++F + K+ +GQ L+KSGYAFVD PD++WA++AIET SGK 
73 MNKLYIGNLSPAVTADDLRQLFGDRKLPLAGQVLLKSGYAFVDYPDQNWAIRAIETLSGK 2 52 

61 VELQGKRLEMEHS V^KKQRSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQVNTESETA 120 

VEL GK +E+++SV KK RSRKIQIRNIPP L+WEVLD LLAQYGTVEN EQVNT++ETA 
253 VELHGKIMEVDYSVSKKLRSRKIQIRNIPPHLQWEVLDGLIAQYGTVENVEQVNTDTETA 432 

121 VVNVTYSNREQTRQAIMKLNGHQLENHALKVS YIPDEQITQG- - PENGRRGGFGSRGQPR 178 

WNVTY+ RE+ + A+ KL+GHQ EN++ K+SYIPDE+++ P+ +RG SR Q 
433 WNVTYATREEAKI AMEKLSGHQFENYS FKI S YI PDEEVS S PS PPQRAQRGDHS SREQGH 612 

179 QGS PVAAGAPAKQQPVD I PLRLLVPTQYVGAI IGKEGATIRNI TKQTQS KIDVHRKENAG 238 

AG ++ + +D PLR+LVPTQ+ VGAI IGKEG TI+NI TKQTQS ++D+HRKEN+G 
613 APGGTS QARQ IDFPLRI L VPTQFVGA 1 1 GKEGLT I KN I TKQTQS RVD IHRKENSG 777 

23 9 AAEKAISVHSTPEGCSSACKMILEIMHKEAKDTKTADEVPLKILAHNNFVGRL^ 2 98 

AAEK +++H+TPEG S AC+MILEIM KEA +TK A+E+PLKILAHN VGRLIGKEGRN 
778 AAEKPVTIHATPEGTSEACRMILEIMQKEADETKLAEEIPLKILAHNGLVGRLIGKEGRN 957 

2 99 LKKVEQDTETKI T I S S LQDLTL YNPERT I TVKGA I ENCCRAEQE I MKKVREAYEND VAAM 358 

LKK+E +T TKITISSLQDL++YNPERTITVKG +E C AE EIMKK+REA+END+ A+ 
958 LKKI EHETGTKI T I S S LQDLS I YNPERT I TVKGTVEAC AS AE I E IMKKLREAFENDMLAV 1137 

359 SLQSHLI PGLNLAAVGLFPAS S SAVPPPPS S VTGAAP YS S FMQAPEQEMVQVF I PAQAVG 418 
+ S G F SS P p+ PEQE+V +FIP QAVG 



Blast Result - 



http^Avw.ncbi.nlmnih.gov^ast/bI2seqAvblast2.c 



Sbjct: 1138NTHS GYF S SL YPHHQFG PFPHHHSYPEQEIVNLFIPTQAVG 1260 

Query: 419 AIIGKKGQHIKQLSRFASASIKIAPPETPDSKVRMWITGPPEAQFKAQGRIYGKLKEEN 478 

AIIGKKG HIKQL+RFA ASIKIAP E PD RMV+ITGPPEAOFKAOGRT+ttKT th?rw 
Sb D ct: 126 l^IIGKKGAHIKQLARFAGASIKIAPAEGPDVSERMVIITC 1440 

Query: 479 FFGPKEEVKLETHIRVPA5AAGRVIGKGGKTVNELQNLTAAEW 538 

i^,™™™ HIRVP+S AGRVIGKGGKTVNELQNLT+AEV+VPRDQTPDEN++VIV+ 
Sbjct: 1441FFNPKEEVKLEAHIRVPSSTAGRVIGKGGKTVNELQNLTSAEVIVPRDQTPDENE 1620 

Query: 539 UGHFYASQMAQRKIRDILAQVKQQHQKGQSNLAQARRK 577 

IIGHF+ASQ AQRKIR+I+ QVKQQ QK +A R K 
Sbjct: 1621IIGHFFASQTAQRKIREIVQQVKQQEQPCYPQGVASQRSK 1737 



CPU time; 

Lambda 
0.314 

Gapped 
Lambda 
0.267 



0.03 user sees. 

K H 
0.131 0.365 



K H 
0.0410 0.140 



0.01 sys. sees 



0.04 total sees. 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension- 1 

Number of Hits to DB: 20,909 

Number of Sequences: 0 

Number of extensions: 14230 

Number of successful extensions: 17 

Number of sequences better than 10.0: 2 

Number of HSP's better than 10.0 without gapping: 3 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test; 

Number of HSP's gapped (non-prelim): 3 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50 0 1 

T: 9 ' 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.9 bits) 
S2: 84 (37.0 bits) 



Bia& Result 1 * 



http://www.ncbi.nlmnih.gov/blast/bI2seqAvblast2x 



NCB1 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



Taxonomy Structure 



c-myc-CRD 



BLAST 2 SEQUENCES RESULTS VERSION TBLASTN 2.2.6 [Apr-09-2003] 



SEQ ID NO:8 



Matrix 



BLOSUM62 



gap open:Q3 S a P extension: fT] 



xdropoff: QjtJ expect: | io ■ o| wordsize: PH Filter □ 1 Align | 



Sequence 1 lcl|seq_l Length 577 (1 .. 577) 
Sequence 2 lcl|seq_2 Length 3283 (1 .. 3283) 

2 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 742 bits (1916), Expect =0.0 

Identities = 381/579 (65%), Positives = 458/579 (78%), Gaps = 2/579 (0%) 
Frame = +1 



Query: 


1 


Sbjct: 


73 


Query: 


61 


Sbjct: 


253 


Query: 


121 


Sbjct: 


433 


Query: 


179 


Sb j ct : 


613 


Query: 


239 


Sbjct: 


778 


Query: 


299 


Sbjct: 


958 



1 MNKLYIGNI^ESVTPADLEKVFAEHKISYSGQFLVKSGYAFVDCPDEHWAMKAIETFSGK 60 

MNKLYIGNL+ +VT DL ++F + K+ +GQ L+KSGYAFVD PD++WA++AIET SGK 
73 MNKLYIG^SPAVTADDLRQLFGDRKLPLAGQVLLKSGYAFVDYPDQNWAIRAIETLSGK 252 

VELQGKRLEMEHSVPKKQRSRKIQIRNIPPQLRWEVLDSLIAQYGTVENCEQVNTESETA 12 0 
VEL GK +E+++SV KK RSRKIQIRNIPP L+WEVLD LLAQYGTVEN EQVNT++ETA 
VELHGKIMEVDYSVSKKLRSRKIQIRNIPPHLiQWEVLDGLLAQYGTVENVEQVNTDTETA 432 

WNVTYSNREQTRQAIMKLNGHQLENHALKVS YIPDEQITQG - - PENGRRGGFGSRGQPR 178 
WNVTY+ RE+ + A+ KL+GHQ EN++ K+SYIPDE+++ P+ +RG SR Q 



AG ++ + +D PLR+LVPTQ+VGAI IGKEG TI +NITKQTQS + +D+HRKEN+G 
-APGGTSQARQIDFPLRILVPTQFVGAIIGKEGLTIKNITKQTQSRVDIHRKENSG 777 



AAEK +++H+TPEG S AC+MILEIM KEA +TK A+E+PLKILAHN VGRLIGKEGRN 
AAEKPVTIHATPEGTSEACRMILEIMQKEADETKLAEEIPL^ 

LKKVEQDTETKITISSLQDLTLYNPERTITVKGAIENCCRAEQEIMK3CVREAYENDVAAM 
LKK+E +T TKITISSLQDL++YNPERTITVKG +E C AE EIMKK+REA+END+ A+ 



Query: 



359 



\ 

SLQSHLI PGLNLAAVGLFPAS SS AVPPPPS S VTGAAPYS S FMQAPEQEMVQVF I PAQAVG 418 
+ s G F SS P P+ PEQE+V +FIP QAVG 



Blast Result 



httpy/vww.ncbi.nlmnih.gov^last/bl2seq/wblast2x 



Sbjct: 1138NTHS GYF SSLYPHHQFG P FPHHHS YPEQE I VNLP I PTQAVG 1260 

Query: 419 ™*[™™^ 478 

AIIGKKG HIKQL+RFA ASIKIAP E PD RMV+ITGPPEAOFKAOGRT+fiKT kt?rm 
Sb 3 ct: 126 1AIIGKKGAHIKQLARFAGAS IKIAPAEGPDVSERMVT ITGPP^QFiSqgRIFgSjI^^ 1440 
Query: 479 FFGP^^™ 

qMr , i^JLn™™* HIRVP+S ^^VIGKGGKTVNELQNLT+AEV+VPRDQTPDEN++VIV+ 
Sbjct: 1441FFNPKEEVKLEAHIRVPSSTAGRVIGKGGKTVNELQNLTSAEV^ 1620 

Query: 539 UGHFYASQMAQRKIRDILAQVKQQHQKGQSNLAQARRK 577 

IIGHF+ASQ AQRKIR+I+ QVKQQ QK +A R K 
Sbjct; 1621IIGHFFASQTAQRKIREIVQQVKQQEQKYPQGVASQRSK 1737 



CPU time: 



0.03 user sees. 



Lambda k h 

0.314 0.131 0.365 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



0.01 sys. sees 



0.04 total sees. 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: l 

Number of Hits to DB : 20,909 

Number of Sequences: 0 

Number of extensions: 14230 

Number of successful extensions: 17 

Number of sequences better than 10 0- 2 

Number of HSP's better than 10.0 without gapping: 3 

Number of HSP's successfully gapped in prelim test: 0 

E£r °i uo»,' S that attem P ted ^pping in prelim test: 0 

Number of HSP's gapped (non-prelim): 3 

length of query: 577 

length of database: 2,972,685,411 

effective HSP length: 146 

effective length of query: 431 

effective length of database: 2,972,685,265 

effective search space: 1281227349215 

effective search space used: 1281227349215 

frameshift window, decay const: 50 0 1 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 {21.9 bits) 
S2: 84 (37.0 bits) 



